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59 



Scores! 
Tines; 



Clean 
19 

CPU 
00:01:14.89 



Number of residues: 

Number of sequences optimized: 



Median 
73 



1211939 
3953 



Standard Deviation 
42.88 

Total Elapsed 
00:03:25.00 



The scores belou are sorted by optimized score. 
Significance is calculated based on optinized score. 



3 100% identical sequences to the query sequence were found: 
Sequence Name Description 



Init. Opt. 
Length Score Score 



Sig. Frane 



1. P80713 Complete sequence of the natu 295 295 295 

2. P80504 Sequence encoded by hunan tis 295 295 295 

3. P81503 Hunan tissue factor 295 295 295 



The list of other best scores is: 



Sequence Nane Description 



Init. Opt. 
Length Score Score 



6.44 0 
6.44 0 
6.44 0 



Sig. Frane 



4. P93986 

5. R28067 

6. R39392 

7. R07072 

8. R10065 

9. R14480 

10. R22217 

11. R22211 

12. R22212 

13. P70176 

14. R08031 

15. R05041 

16. R12108 

17. P93357 

18. P94365 

19. R04716 

20. R04713 

21. P80215 

22. R04715 

23. R27481 

24. R27745 

25. P80364 

26. R06376 

27. R05701 

28. P70768 

29. P82115 

30. R13251 

31. R22220 

32. R10941 

33. R11137 

34. R 13335 

35. R25336 

36. R33181 

37. R 12789 

38. R06723 

39. P60723 

40. R22219 



«««« 6 standard deviations above nean 
Hunan tissue factor apoprotei 295 

««*« 5 standard deviations above nean 
Sequence encoded by truncated 251 

***» 4 standard deviations above nean 
Truncated tissue factor. 218 
Human tissue factor activator 209 

«** 3 standard deviations above nean 
Newcastle disease virus (NOV) 553 
Newcastle disease virus innun 553 
Sequence of interleukin 5 rec 415 
Sequence of interleukin 5 (IL 415 
Sequence of interleukin 5 (IL 398 
Sequence of Newcastle Disease 553 

Adenyl cyclase fron Bordetell 1706 

Filamentous haenagglutinin A. 3647 

N-terninal deleted adenyl eye 1445 

Sequence of the catalytic don 1522 

Sequence of part of adenylate 1705 
Amino acid sequence of the 65 572 
Amino acid sequence of the hu 573 
Sequence of Mycobacterium tub 560 
Amino acid sequence of the 65 573 
RP-III residual protease. 806 

Extracellular factor related 1822 
II. leprae 65k D antigen. 588 
Product of the sscl gene. 950 
Hunan carbastatin polypeptide 673 
Epstein-Barr virus glycoprote 927 

Fibronectin binding protein. 1018 
PECAH-1 . 738 
Sequence of secretory interle 396 

Hutant protease (deltal37-139 1968 

GAP6 encoded by lambda clone 1047 
HypB protein. 544 

Lambda clone 101 protien. 1047 
L3T4 mutant H8. 454 

H. pneumoniae PI cytadhesin p 1627 
Achronobacter protease I. 653 
Sequence of extracellular any 918 
Sequence of secretory interle 420 



*«•* 

293 293 
*«*« 

251 251 
««»« 

217 217 
177 207 
«»*« 



7 
7 
6 
6 
6 
7 
7 
6 
7 
7 
7 
6 
8 
6 
6 
6 
6 
6 
7 
7 
7 
6 
7 
6 
10 
7 
6 
7 
7 
6 
6 
6 
6 



157 
156 
155 
155 
155 
155 
154 
154 
154 
154 
154 
153 
153 
153 
153 
153 
153 
152 
152 
152 
152 
152 
152 
151 
151 
151 
151 
151 
151 
151 
151 
151 
151 



6.39 

5.41 

4.62 
4.38 

3.22 
3.19 
3.17 
3.17 
3.17 
3.17 
3.15 
3.15 
3.15 
3.15 
3.15 
3.12 
3.12 
3.12 
3.12 
3.12 
3.12 
3.10 
3.10 
3.10 
3.10 
3.10 
3.10 
3.08 
3.08 
3.08 
3.08 
3.08 
3.08 
3.08 
3.08 
3.08 
3.08 



0 
0 

0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 



1. FURH-969863-FIG2.PEP (1-295) 

P80713 Conplete sequence of the nature and precursor forn 

ID P80713 standard; peptide! 295 AA. 

AC P80713! 

DT 10-SEP-1990 (first entry) 

DE Complete sequence of the nature and precursor forns of hunan tissue 

DE factor heavy chain proteins (huTFh and pre-huTFh» respectively) 

KH Hunan tissue factor heavy chain (huTFh); immunoassays; 

KU precursor human tissue factor heavy chain (pre-huTFh); 

KU hunan tissue factor detection. 

OS Hono sapiens. 

FH Key Location/Qualifiers 



FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
PN 
PD 
PF 
PR 
PA 
PI 
DR 
DR 
PT 
PT 
PT 
PS 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
SQ 
SQ 
SQ 



Protein 
Region 
/note="clained 
Region 
/note="dained 
Region 
/note="clained 
Region 

/note="clained 
Region 
/note=°cl aiwed 
Region 
/note="clained 
Region 
/note=" dained 
Region 



33.. 33 
33.. 62 

in clain 26.4* 
58.. 80 

in clain 26.1* 
62.. 103 
in clain 22" 
73. .81 

in clain 26.6° 
88.. 103 
in clain 26.7° 
126.. 155 
in clain 26.9° 
178.. 199 
in clain 26.2" 
187.. 199 
/note=°claii | ted in clain 23° 
Region 193.. 222 

/note="clained in clain 26.3° 
Region 222.. 241 

/note=°clained in clain 26.1° 
W08807543-A. 
06-0CT-1988. 
29-HAR-1988; U00998. 
25-JUN-1987; US-067103, 
(SCRI-) Scripps Clinic Res. 
Eddington TS> Morrissey JH f 
WPI; 88-292837/41. 
N-PSDBJ N80743. 
Neu DNA segnent - 

has gene encoding hunan tissue factor heavy chain protein and is 
useful for inhibiting coagulation 
Disclosure; Fig 1 and Fig 2i 148pp; English. 
It is the anino acid residue sequence of the predoninant naturally 
occuring nature protein forn residues 33 to 295. The sequence of the 
lesser found nature forn begins at anino acid residue number 35 and ends 
at residue 295. A DNA segnent which codes for it fron about residue 33 
to 295 is clained in clain 2. Also clained are antibodies which 
innunoreact uith huTFH and the clained peptides (see FT). The antibodies 
nay be used in innunoassays for detection of huTFH. The clained peptides 
nay be used to inhibit the binding of huTF to coagulation factor Vn/VIIa 
in vivo. The clained peptides have an N-terninal H and a C-terninal OH. 
Sequence 295 AA» 

16 A; 12 R; 16 n; 11 D; OB; sc: 10 8; 21 E; o z; 17 G; l H; 
15 i; 20 LJ 20 k; 2 Hi 13 F; 14 P; 23 SJ 30 Tf 7 w; 12 YJ 30 VJ 



Initial Score = 
Residue Identity = 
Gaps = 



295 Optinized Score = 295 Significance = 6.44 
100% Hatches = 295 Mi snatches = 0 

0 Conservative Substitutions = 0 



X 10 20 30 40 50 60 70 

HETPA«PRVPRPETAVARTLLLGHVFA8VAGASGTTNTVAAYNLT«KSTNFKTILEWEPKPVNflVYTVaiST 

X 10 20 30 40 50 60 70 



80 90 100 110 120 130 140 

KSGDHKSKCFYTTDTECDLTDEIVKDVKQTYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLG8PT 

80 90 100 110 120 130 140 

150 160 170 180 190 200 210 

18SFE8VGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDLIYTLYYHKSSSSGKKTAKTNTNEFLIDVDKGEN 

150 160 170 180 190 200 210 

220 230 240 250 260 270 280 

YCFSV8AVIPSRTVNRKSTDSPVECHG8EKGEFREIFYIIGAVVFVVI1LVIILAISLHKCRKAGVG8SUKE 

220 230 240 250 260 270 280 

290 X 
NSPLNVS 

■m 

290 X 



2. FURH-969863-FIG2.PEP (1-295) 

P80504 Sequence encoded by hunan tissue factor protein (T 

ID P80504 standard; protein; 295 AA. 
AC P80504; 

DT 19-N0V-199O (first entry) 



DE adipose cDNA library 

KU Hybridisation; coagulation; blood clotting; therapy. 

OS Hono sapiens. 

FH Key Location/Qualifiers 

FT Peptide 1..32 

FT Protein 33.. 295 

PN EP-278776-A. 

PD 17-AUG-1988. 

PF 12-FEB-1988; 301190. 

PR 7-APR-1987; US-035409,. 

PR 05-FEB-1988J US-15269S. 

PA (GETH) Genentech Inc. 

PI Laun RRi Wion KL, Vehar GA; 

DR WPI; 88-229602/33. 

DR N-PSDB? n81104. 

PT Tissue factor protein and derivs. - 

PT obtd. by recombinant deoxyribonucleic acid techniques! used to 

PT treat chronic bleeding and coagulation-disorders 

PS Clain 5; Fig 2a-2b; 39pp; English. 

CC Tissue factor protein (TFP) free of substances fron its natural source is 



CC clained. TFP is administered providing a coagulation inducing therapeutic 

CC conpsn. for various chronic bleeding disorders. Two oliqo probes 

CC representing one possible codon choice for each AA of the N-terninal AA 

CC sequence (60 nucleotides) and internal AA sequence near the C-terninal 



CC (81 nucleotides) yere designed and suthesised. cDMA clones of hunan TFP 

CC uere obtd. using the DNA probes first to screen a hunan placental cDNA 

CC library. 1400 BP EcoRI fragment fro* a placental clone uas used to screen 

CC a hunan adipose cDNA library. The full length hunan TFP cDNA uas contd, 

CC uithin the cDNA clone lambda TF14. The full length cDNA uas inserted into 

CC an expression plasnid and TFP uas expressed using nannalian cells (COS) 

CC cells and E.coli. 

SQ Sequence 295 AA; 

so 16 A; 12 R? 16 n; 11 d; o b; 5 c? 10 Q; 21 E; 0 Z; 17 G; l h; 

SQ 15 I; 20 L; 20 k; 2 h; 13 F; 14 P; 23 s; 30 T; 7 U; 12 Y; 30 v; 

Initial Score = 295 Qptinized Score = 295 Significance = 6.44 
Residue Identity = 100X Matches = 295 Nisnatches = 0 

Gaps = 0 Conservative Substitutions * 0 

X 10 20 30 40 50 60 70 

flETPAWPRVPRPETAVARTLLLGWVFAQVAGASGTTNTVAAYNLTHKSTNFKTILEWEPKPVNQVYTVaiST 

X 10 20 30 40 SO 60 70 

SO 90 100 110 120 130 140 

KSGDHKSKCFYTTDTECDLTDEIVKDVKGTYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLG9PT 

80 90 100 110 120 130 140 

ISO 160 170 180 190 200 210 

IQSFESVGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDLIYTLYYHKSSSSGKKTAKTNTHEFLIDVDKGEN 

ISO 160 170 180 190 200 210 

220 230 240 250 260 270 280 

YCFSV6AV I PSRT VNRKSTDSP VECHG8EKGEFRE IFY 1 1 GAVVFVV IILVIILAI SLHKCRKAGVGSSUKE 

220 230 240 250 260 270 280 

290 X 
NSPLNVS 



290 X 



3. FURH-969S63-FIG2.PEP (1-295) 
P81503 Hunan tissue factor 

ID P81503 standard? protein; 295 AA. 
AC P81503; 

DT 22-0CT-1990 (first entry) 
DE Hunan tissue factor 

KW hunan tissue factor (HTF) apoprotein; procoagulant; 
KW Factor VIII; ss. 
OS synthetic. 

"H Key Location/Oualif iers 

Donain 33.. 220 

/label=extracellular donain 
Donain 221. .243 

/label=nenbrane donain 
Donain 244.. 263 

/label=cytoplasnic donain 

Pant i Hp 1 1* 



FT /label=5ignal peptide 

PN W08809817-A. 

PD 15-DEC-1988. 

PF 08-JUN-198S; U01915. 

PR 2-JUN-1986; US-062166. 

PR 14-HAR-1988; US-167870. 

PA (MQUN-) Mount Sinai Sch (fed* (UYYA-) Yale University. 

PA (UYNY-) City Univ Nea York, (HQUN) Mount Sinai Hosp Res Fdn. 

PI Menerson Y» Konigsberg W; 

DR HPI; 88-368631/51, 

PT New reconbinant cloning vehicle expressing hunan tissue factor - 

PT encoding DNA sequences i transformed cells and pure apoprotein 

PT prods 

PS Disclosure; pp; English. 

CC A cloned 214/bp cDNA fragnent isolated froR hunan placental cDNA 

CC library encodes a single chain polypeptide preprotein 295 long. 

CC The signal sequence is post translationally cleaved to give a nature 

CC protein of 263 anino acids. 

CC HTF can be used for inhibiting binding of factor VIII to tissue 

CC factor. 

CC See also N81950-2. 

SQ Sequence 295 AA; 

so 16 A; 12 R; 16 n; ii D; oe; 5 c; 10 8? 21 E; o Z; 17 G; l H; 

SQ 15 I; 20 Li 20 K? 2 H? 13 F; 14 Pi 23 S; 30 Ti 7 Hi 12 Yi 30 V; 

Initial Score = 295 Optimized Score = 295 Significance = 6.44 
Residue Identity = 100X Hatches = 295 Ri snatches = 0 

Gaps = 0 Conservative Substitutions = 0 

X 10 20 30 40 50 60 70 

«ETPAHPRVPRPETAVARTLLLGWVFAQVAGASGTTNTVAAYNLT«KSTNFKTILEHEPKPVNQVYTVeiST 

X 10 20 30 40 50 60 70 

80 90 100 110 120 130 140 

KSGDWKSKCFYTTDTECDLTDEIVKDVKSTYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLGflPT 

80 90 100 110 120 130 140 

150 160 170 180 190 200 210 

ISSFE6VGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDL1YTLYYHKSSSSGKKTAKTNTNEFLIDVDKGEN 

150 160 170 180 190 200 210 

220 230 240 250 260 270 280 

YCFSVSAVIPSRTVNRKSTDSPVECHGQEKGEFREIFYIIGAVVFVVIILVIILA1SLHKCRKAGVG8SHKE 

220 230 240 250 260 270 280 

290 X 
NSPLNVS 

urn 

290 X 



4. FURB-969863-FIG2.PEP (1-295) 

P93986 Hunian tissue factor apoprotein. 

ID P93986 standard; protein; 295 AA. 

AC P93986? 

DT 22-HAY-1990 (first entry) 

DE Hunan tissue factor apoprotein. 

KW Hunan tissue factor; coagulation systeni anticoagulant; ds. 

OS Hono sapiens. 

FH Key Location/Qualifiers 

FT Sig peptide 1..32 

FT /la5e!= 32 AA leader 

FT Donain 33.. 251 

FT /label= Extracellular donain 

FT Donain 252.. 274 

FT /label= Renbrane donain 

FT Donain 275.. 295 

FT /label= Cytoplasmic donain 

PN EP-347262-A. 

PD 20-DEC-19B9. 

PF 19-JUN-1989; 306176. 

PR 17-JUN-1988J US-208895. 

PA (UYYA-) Yale Univ, (UYNY-) City Univ Neu York. 

PI Nenerson Y» Konigsberg W; 

DR HPI j 89-372479/51. 

DR N-PSDB; N92782. 

PT Cloning and expression of hunan tissue factor - for theprodn, of 

PT rHannftcHr rpanoMc. i rnami] ant Anont s anrl fnr ovnor i wont a 1 c+iiHiac 



PS Disclosure; pp; English. 

CC The protein is hunan tissue factori which nay be cloned fropi plasnid or 

CC bacteriophage vectors to produce pure or truncated tissue factor useful 

CC for diagnostic reagents* anticoagulant agents and experinental purposes. 

CC Extracellular donam can be removed and used as a soluble tissue factor 

CC for use as diagnostic reagents* anticoagulant agents and experisental 

CC studies. 

SQ Sequence 295 AA; 

S3 15 A; 13 R; 16 n; n D; OB; 5 C; 10 Q; 21 E; o Z; 17 G; l H; 

sq 15 i; 20 l; 20 k; 2 h; 13 fs 15 p; 24 s; 2? T; 6 u; 12 Y; 30 v? 

Initial Score = 293 Optinized Score = 293 Significance = 6.39 
Residue Identity = 98X Hatches = 292 Mismatches - 3 

Gaps = 0 Conservative Substitutions = 0 

X 10 20 30 40 50 60 70 

HETPAWPRVPRPETAVARTLLLGyVFAOVAGASGTTNTVAAYNLTHKSTNFKTILEHEPKPVNQVYTVQIST 

X 10 20 30 40 50 60 70 

80 90 100 110 120 130 140 

KSGDHKSKCFYTTDTECDLT0EIVKDVK9TYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLG9PT 

80 90 100 110 120 130 140 

ISO 160 170 180 190 200 210 

IOSFESVGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDLIYTLYYHKSSSSGKKTAKTNTNEFLIDVDKGEN 

150 160 170 180 190 200 210 

220 230 240 250 260 270 280 

YCFSVQAVIPSRTVNRKSTDSPVECMG0EKGEFREIFYIIGAVVFVVIILVIILAISLHKCRKAGVG8SHKE 

220 230 240 250 260 270 280 

290 X 
NSPLNVS 

WUU 

290 X 



5, FURH-969863-FIG2.PEP (1-295) 

R28Q67 Sequence encoded by truncated tissue factor (tTF) 

ID R28067 standard; Protein? 251 AA. 

AC R28067? 

DT 02-APR-1993 (first entry) 

DE Sequence encoded bu truncated tissue factor (tTF) cDNA. 

KW Activated factor VII; factor Vila; truncated tissue factor. 

OS Hono sapiens. 

FH Key Location/Qualifiers 

FT Peptide 1. .32 

FT /label= leader 

PN y09218870-A. 

PD 29-0CT-1992. 

PF 09-APR-1992; U02898. 

PR 10-APR-1991J US-683682. 

PA (0KLA-) OKLAHOHA HED RES FOUND. 

PI Horrissey JJ; 

DR HPI; 92-382277/46. 

DR N-PSDBJ 029716. 

PT Assau for factor Vila utilising truncated tissue factor - used to 

PT aonitor factor Vila therapy in haenophiliac(s) > to screen for 

PT elevated factor Vila levels and assess risk of thronbosis 

PS Disclosure; Fig 1; 37pp; English. 

CC Starting with clone pCTF543 a TF1-219 deletion piutant was 

CC constructed that contained the coding sequence for the predected 

CC leader peptide and extracellular domains, but lacked the predicted 

CC transnewbrane and cytoplasmic domains. This version of the protein 

CC retains cof actor activity but fails to support conversion of 

CC factor VII to Vila . The essential difference between truncated 

CC tissue factor and ui Id-type tissue factor is that truncated tissue 

CC factor is no longer tethered to the phospholipid naflbrane surface. 

SQ Sequence 251 AA; 

SQ 13 A; ll R; 14 n; 11 D; 0 B; 4 C; 9 Q; 20 E; 0 Z; 14 G; 0 H; 

SQ 7 I; 16 L; 17 K; 2 h; ll F; 13 P; 19 s; 30 T; 6 W; n Y; 23 V; 

Initial Score = 251 Optimized Score = 251 Significance = 5.41 
Residue Identity = 100X Matches = 251 Hisnatches = 0 

Gaps = 0 Conservative Substitutions = 0 

X 10 20 30 40 50 60 70 



X 10 20 30 40 50 60 70 

80 90 100 110 120 130 140 

KSGDHKSKCFYTTDTECDLTDEIVKDVKQTYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLGfiPT 

80 90 100 110 120 130 140 

ISO 160 170 180 190 200 210 

ISSFEQVGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDLIYTLYYUKSSSSGKKTAKTNTNEFLIDVDKGEN 

ISO 160 170 180 190 200 210 

220 230 240 X 260 270 280 

YCFSVSAVIPSRTVNRKSTDSPVECMGOEKGEFREIFYIIGAVVFVVIILVIILAISLHKCRKAGVGfiSMKE 

220 230 240 250 

290 
NSPLNVS 



6. FURH-969863-FIG2.PEP (1-295) 

R39392 Truncated tissue factor. 

ID R39392 standard; Protein; 218 AA. 

AC R39392; 

DT 12-JAN-1994 (first entry) 

DE Truncated tissue factor. 

KW Monoclonal antibody? zynogen; rapid; protein isolation? calciuw; 

KW presence; fusion protein; affinity chronatography. 

OS Hono sapiens. 

PN W09313211-A. 

PD 08-JUL-1993. 

PF 29-DEC-1992; U11270. 

PR 03-JAN-1992; US-816679. 

PA (0KLA-) OKLAHOHA MED RES FOUND. 

PI Esflon CT» florrissey JH» Rezaie A. 

DR HPI; 93-227327/28. 

DR N-PSDB; Q45779. 

PT Fusion protein alloying rapid isolation of protein fron soln. - 

PT comprises desired protein and epitope recognised by monoclonal 

PT antibody HPC-4 

PS Disclosure; Page 24,25; 42pp; English. 

CC The sequence is that encoding truncated tissue factor* the 

CC truncated tissue factor protein lacks the predicted transnenbrane 

CC and cytoplasmic donains of tissue factor. The truncated tissue 

CC factor is no longer tethered to the phospholipid nefibrane surface. 

CC This soluble tissue factor is not a cof actor for precursor factor 

CC VII (FVII). 

SQ Sequence 218 AA; 

SQ 7 A; 8 R; 14 N; ii d; 0 B; 4 c; 8 Q; 18 E; 0 Z; 12 G; o H; 

SQ 7 I; 13 U 17 K; l Hi 10 f; 9 Pi 18 S; 27 T; 4 u; 11 y; 19 v; 

Initial Score = 217 Optimized Score = 217 Significance = 4.62 
Residue Identity - 100% Hatches = 218 Hisnatches = 0 

Gaps = 0 Conservative Substitutions = 0 

10 20 30 X 40 50 60 70 

HETPAWPRVPRPETAVARTLLLGWVFASVAGASGTTNTVAAYNLTHKSTNFKTILEWEPKPVN8VYTVSIST 

X 10 20 30 

80 90 100 110 120 130 140 

KSGDWKSKCFYTTDTECDLTDEIVKDVK0TYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLG8PT 

40 SO 60 70 80 90 100 110 

150 160 170 180 190 200 210 

I8SFE9VGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDLIYTLYYHKSSSSGKKTAKTNTNEFLIDVDKGEN 

120 130 140 150 160 170 ISO 

220 230 240 250 260 270 280 

YCFSyflAVIPSRTVNRKSTDSPVECMG9EKGEFREIFYIIGAVVFVVIILVIILAISLHKCRKAGVGSSMKE 

190 200 210 X 

290 



7. FURM-9&9863-F I G2 . PEP (1-295) 

R07072 Hunan tissue factor activator. 



ID 
AC 
DT 
DE 
KU 
OS 
PN 
PD 
PF 
PR 
PR 
PR 
PR 
PA 
PI 
DR 
PT 
PT 
PS 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
SQ 
SS 
SQ 



*0f072 standard; protein; 20? AA. 
#07i 




jfid 
]900E 

-AUG- 1-980* 
02-FEB-1990; 
02-FEB-1989; 

17- FEB-1989; 

18- APR-1989; 
04-DEC-1989; 



entry) 
ot\ activator, 
a I' disea#; sandwich 



lRPiunoassay. 




by 



|0127. 

-0226 
JP-0362 
JP-0964 
JP-3 14602. 
(TEIJ ) TEIJIN KK, 
Koike Yi Sum Y, Ichikaua Y; 
HP I; 90-261027/34. 

Himan tissue factor activator detection iiT huflan urine 
sandwich ianunoassay* for diagnosis of renal disease 
Disclosure! page 5; 54pp! Japanese. 

This apoprotein of huRan tissue factor (thromboplastin) differs 
fropi that of known serua tissue factor. Its presence in e.q. 
urine samples is determined using a sandwich ianunoassay with one 
or flore Ronoclonal antibodies (HAbs) to this sequence. One Ab is 
iRRObilised and the other labelled with e.g. an enzyae. It is 
useful in the diagnosis of renal diseases such as nephritis* 
nephrosis and kidney stones. See also R07073. 
Sequence 209 AA; 

7 A; 7 R; 14 N; 11 D; 0 B; 4 C; 7 6; 15 Ei 0 Z; 10 Gl o H; 
7 I; 13 Li 16 KM M; 9 F; 9 P; 19 s; 27 T; 4 w; 10 YJ 19 V; 



Initial Score = 177 Optimized Score = 207 Significance = 4.38 
Residue Identity = 99% Hatches = 209 Misnatches = 0 

Gaps = 1 Conservative Substitutions = 0 

10 20 30 X 40 50 60 70 

HETPAHPRVPRPETAVARTLLLGWVFAQVAGASGTTNTVAAYNLTHKSTNFKTILEHEPKPVNQVYTV8IST 

X 10 20 30 40 

80 90 100 110 120 130 140 

KSGDHKSKCFYTTDTECDLTDEIVKDVKQTYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLG9PT 

50 60 70 80 90 100 110 

150 160 170 180 190 200 210 

IQSFE8VGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDLIYTLYYHKSSSSGKKTAKTNTNEFLIDVDKGEN 

120 130 140 150 160 170 180 

220 230 240 X 250 260 270 280 

YCFSVSAV I PSRT VNRKSTDSPVECHGflEKGEFRE I F YI IGAVVFVV IILVI I L AISLHKCRK AGVG8SUKE 

190 200 X 

290 
NSPL 



8. FURH-969863-FIG2.PEP (1-295) 

Ri 0065 Newcastle disease virus (NDV) F gene product. 

ID R10065 standard; Protein; 553 AA. 

AC R10065; 

DT 14-HAR-1991 {first entry) 

DE Newcastle disease virus (NDV) F gene product, 

KH Avipoxvirus; fowlpoxvirus; vaccine. 

OS Newcastle disease virus. 

PN EP-404576-A. 

PD 27-DEC-1990. 

PF 21-JUN-1990; 306806. 

PR 22-JUN-1989; JP-160157. 

PA (JAPG ) NIPPON ZEON KK. 

PI Yangida Nr Saeki S> Qkaua Sr Knaaogaua K» Iritani Y? 

PI Sawaguchi K; 

DR HPI; 91-001591/01. 

DR Q-PSDB; Q10060. 

PT Reconbinant avipox virus - contg. CDNA coding for Newcastle 

PT disease virus in region non-essential for proliferation! used as 



CC VII (FVII). 

SQ Sequence 672 BP? 221 A; 137 C; 161 G; 153 T; 

Initial Score = 644 Optimized Score = 658 Significance = 35.87 
Residue Identity = 97% Hatches = 662 Hisnatches = 9 

Gaps = 5 Conservative Substitutions = 0 

150 160 170 180 190 X 200 210 

TCGCTCGGACGCTCCTGCTCGGCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACTACAAATACTGTGG 

X 10 20 

280 230 240 250 260 270 280 

CAGCATATAATTTAACTTGGAAATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCCAAACCCGTCAATC 

MiMWHIIiiHiMUIMIIUiaUlllillMiilMlliiiHillli 

30 40 50 60 70 80 90 

290 300 310 320 330 340 350 360 

AAGTCTACACTGTTCAAATAAGCACTAAGTCAGGAGATTGGAAAAGCAAATGCTTTTACACAACAGACACAG 

100 110 120 130 140 ISO 160 

370 380 390 400 410 420 430 

AGTGTGACCTCACCGACGAGATTGTGAAGGATGTGAAGCAGACGTACTTGGCACGGGTCTTCTCCTACCCGG 

170 180 190 200 210 220 230 

440 450 460 470 480 490 500 

CAGGGAATGTGGAGAGCACCGGTTCTGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAGTTCACACCTTACC 

240 250 260 270 280 290 300 310 

510 520 530 540 550 560 570 

TGGAGACAAACCTCGGACAGCCAACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTGAATGTGACCGTAG 

liiiuuiiiitiiiiUiiiniiiiiuiiiHiiiiiiiiiiiiiMnitiuiiiiiiiiiii 

320 330 340 350 360 370 380 

580 590 600 610 620 630 640 

AAGATGAACGGACTTTAGTCAGAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTTGGCAAGGACTTAA 

390 400 410 420 430 440 450 

650 660 670 680 690 700 710 720 

TTTATACACTTTATTATTGGAAATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAACACTAATGAGTTTT 

460 470 480 490 500 510 520 

730 740 750 760 770 780 790 

TGATTGATGTGGATAAAGGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCCCGAACAGTTAACC 

530 540 550 560 570 580 590 

800 810 820 830 840 850 860 

GGAAGAGTACAGACAGCCCGGTAGAGTGTATGGGCCAGGAGAAAGGGGAATTCAGAGAAATATTCTACA-TC 

600 610 620 630 640 650 660 

870 880 890 900 910 920 

ATTGGAGCTGTGGTATTTGTGGTCATCATCCTTGTCATCATCCTGGCTATATCTCT 

-U 

670 X 



7. FURN-969863-FIG2.SE8 (1-987) 

043701 Sequence of the hunan C0L1A1 gene extending fron i 

ID 843701 standard; DNA; 5931 BP. 

AC 843701 f 

DT 24-SEP-1993 (first entry) 

DE Sequence of the hunan C0L1A1 gene extending fron intron 25 to exon 

DE 52. 

KU Type 1 procollagen; C0L1A1; C0L2A1; osteoporosis; ss. 

OS Hono sapiens. 

PN H09311149-A. 

PD 10-JUN-1993. 

PF 01-DEC-1992J U10355. 



170 180 190 200 210 220 230 

310 320 330 340 350 360 370 

TCAAATAAGCACTAAGTCAGGAGATTGGAAAAGCAAATGCTTTTACACAACAGACACAGAGTGTGACCTCAC 

IMIiMIMMItMIMIIilHIIilMiiliMililililiHili 

240 250 260 270 280 290 300 

380 390 400 410 420 430 440 

CGACGAGATTGTGAAGGATGTGAAGCAGACGTACTTGGCACGG6TCTTCTCCTACCCGGCAGGGAATGTGGA 

310 320 330 340 350 360 370 380 

450 460 470 480 490 500 510 

GAGCACCGGTTCTGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAGTTCACACCTTACCTGGAGACAAACCT 

390 400 410 420 430 440 450 

520 530 540 550 560 570 580 590 

CGGACAGCCAACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTGAATGTGACCGTAGAAGATGAACGGAC 

460 470 480 490 500 510 520 

600 610 620 630 640 650 660 

TTTAGTCAGAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTTGGCAAGGACTTAATTTATACACTTTA 

530 540 550 560 570 580 590 

670 680 690 700 710 720 730 

TTATTGGAAATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAACACTAATGAGTTTTTGATTGATGTGGA 

600 610 620 630 640 650 660 

740 750 760 770 780 790 800 

TAAAGGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCCCGAACAGTTAACCGGAAGAGTACAGA 

670 680 690 700 710 720 730 740 

810 820 830 840 850 860 870 

CAGCCCGGTAGAGTGTATGGGCCAGGAGAAAGGGGAATTCAGAGAAATATTCTACATCATTGGAGCTGTGGT 

750 760 770 780 790 X 

830 890 900 910 

ATTTGTGGTCATCATCCTTGTCATCATCCTGGC 

6. FURM-969863-FIG2.SE9 (1*987) 

945779 Truncated tissue factor gene. 

ID Q45779 standard; cDNA; 672 BP. 

AC 045779; 

DT 12-JAN-1994 (first entry) 

DE Truncated tissue factor gene. 

KW Honoclonal antibody; zymogen; rapid; protein isolation; calciun; 

KW presence; fusion protein; affinity chronatography; tTF; ss. 

OS Horo sapiens. 

FH Key Location/Qualifiers 

FT CDS 4.. 660 

FT /Hag= a 

FT nisc recoitb 1..6 

FT /Hag= b 

FT disc recoptb 67.. 72 

FT /*tag= c 

PN WQ93I32ii-A. 

PD 08-JUL-1993. 

PF 29-DEC-1992J U11270. 

PR 03-JAN-1992; UB-816679. 

PA (0KLA-) OKLAHOMA HED RES FOUND. 

PI Esnon CTi Horrissey JH> Rezaie A. 

DR HP I; 93-227327/28. 

DR P-PSDB; R39392. 

PT Fusion protein allouing rapid isolation of protein from soln. - 

PT comprises desired protein and epitope recognised by nonoclonal 

PT antibody HPC-4 

PS Example l; Page 24,25; 42pp; English. 

CC The sequence is that encoding truncated tissue factor the 

CC truncated tissue factor protein lacks the predicted transnenbrane 

CC and cytoplasmic domains of tissue factor. The truncated tissue 

CC factor is no longer tethered to the phospholipid newbrane surface. 

_CC This tinluhlp Iiqcho farina is nni a rnfarfni* for nrerursor £arifir> 



ACTAATfe^tTtttCAtt6AtCtfcWtAAAfi^ftAAAACTAWmt<^6rttTCAAfiCA(^TTCteTCC 
730 740 750 760 770 780 790 

790 800 810 820 830 840 850 

CGAACAGTTAACCGGAAGAGTACAGACAGCCCGGTAGAGTGTATGGGCCAGGAGAAAGGGGAATTCAGAGAA 

800 810 820 830 840 850 860 

860 870 880 890 900 910 920 

ATATTCTACATCATTGGAGCTGTGGTATTTGTGGTCATCATCCTTGTCATCATCCTGGCTATATCTCTACAC 

870 880 890 900 910 920 930 

930 940 950 960 970 980 X 

AAGTGTAGAAAGGCAGGAGTGGGGCAGAGCTGGAAGGAGAACTCCCCACTGAATGTTTCATAA 

liililiillliiWiilitiiiiiliiiitiiliiiWUiliiiiiMiiililltiHlLcCMGCK 

940 950 960 970 980 990 1000 

TGTTGGAGCTACTGCAAATGCTATATTGCACTGTGACCGAG 
1010 1020 1030 1040 

5. FURN-969863-FIG2.SEQ (1-987) 

Q29716 Sequence of truncated tissue factor UTF) cDNA. 

ID Q29716 standard; cDNA? 795 BP. 

AC 029716? 

DT 02-APR-1993 (first entry) 

DE Sequence of truncated tissue factor (tTF) cDNA. 

KM Activated factor VII; factor Vila; truncated tissue factor; ss. 

OS Horo sapiens. 

FH Key Location/Qualifiers 

FT sig peptide 1..33 

FT /#tag= a 

FT CDS 34.. 130 

FT /*taq= b 

FT /prcduct= leader peptide 

PN UD9218870-A. 

PD 29-0CT-1992. 

PF 09-APR-1992; U02898. 

PR 10-APR-1991; US-683682. 

PA (0KLA-) OKLAHOMA MED RES FOUND. 

PI Horrissey JJ; 

DR WPI; 92-382277/46. 

DR P-PSDB; R28067. 

PT Assay for factor Vila utilising truncated tissue factor - used to 

PI monitor factor Vila therapy in haemophiliac (s) i to screen for 

PT elevated factor Vila levels and assess risk of thrombosis 

PS Disclosure; Fig 1; 37pp; English. 

CC Starting with clone puF543 a TF1-219 deletion mutant was 

CC constructed that contained the coding sequence for the predected 

CC leader peptide and extracellular domains* but lacked the predicted 

CC transmembrane and cytoplasmic domains. This version of the protein 

CC retains cofactor activity but fails to support conversion of 

CC factor VII to Vila . The essential difference between truncated 

CC tissue factor and wild-type tissue factor is that truncated tissue 

CC factor is no longer tethered to the phospholipid mambrane surface. 

S9 Sequence 795 BP; 234 A; 186 C; 199 G; 176 T; 

Initial Score = 781 Optimized Score = 785 Significance - 43.73 
Residue Identity = 937. Hatches « 786 Mismatches = 9 

Gaps = 2 Conservative Substitutions = 0 

20 30 40 50 60 X 70 80 

GGCCGGCCCAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGCGCCACGGAACCCGCTCGATCTCGCCG 

X 10 20 

90 100 110 120 130 140 150 

CCAACTGGTAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGCCCCGAGACCGCCGTCGCTCGGACGCT 

30 40 50 60 70 80 90 

160 170 180 190 200 210 220 230 

CCTGCTCGGCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACTACAAATACTGTGGCAGCATATAATTT 

100 110 120 130 140 150 160 

240 250 260 270 280 290 300 

AACTTGGAAATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCCAAACCCGTCAATCAAGTCTACACTGT 



FT Sig peptide 112.. 207 

FT /nig= a 

FT Hat peptide 208.. 999 

FT /*tlg= c 

PN EP-347262-A. 

PD 20-DEC-1989. 

PF 19-JUN-1989? 306176. 

PR 17-JUN-1988J US-208895. 

PA (UYYA-) Yale Univ, (UYNY-) City Univ tteu York. 

PI Neaerson Yi Konigsberg W; 

DR WPI; 89-372479/51. 

DR P-PSDB; P93986. 

PT Cloning and expression of human tissue factor - for the prodn. of 

PT diagnostic reagents* anticoagulant agents and for experimental studies. 

PS Disclosure; pp? English. 

CC cDNA fragment codes for the entire human tissue factor gene* which nay 

CC be cloned into plasnid or bacteriophage vectors to produce pure or 

CC truncated tissue factor, useful for diagnostic reagents* anticoagulant 

CC agents and experimental purposes. 

SO Sequence 2147 BP? 613 A; 455 CJ 477 G? 602 T; 

Initial Score = 983 Optimized Score = 983 Significance = 55.32 
Residue Identity = 99% Matches = 983 Mismatches = 4 

Gaps = 0 Conservative Substitutions = 0 

X 10 20 30 40 50 60 

CTCGCACTCCCTCTGGCCGGCCCAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGC 

10 X 20 30 40 SO 60 70 

70 80 90 100 110 120 130 

GCCACGGAACCCGCTCGATCTCGCCGCCAACTGGTAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGC 

80 90 100 110 120 130 140 

140 ISO 160 170 180 190 200 

CCCGAGACCGCCGTCGCTCGGACGCTCCTGCTCGGCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACT 

150 160 170 180 190 200 210 

210 220 230 240 250 260 270 

ACAAATACTGTGGCAGCATATAATTTAACTTGGAAATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCC 

220 230 240 250 260 270 280 

280 290 300 310 320 330 340 

AAACCCGTCAATCAAGTCTACACTGTTCAAATAAGCACTAAGTCAGGAGATTGGAAAAGCAAATGCTTTTAC 

290 300 310 320 330 340 350 360 

350 360 370 380 390 400 410 420 

ACAACAGACACAGAGTGTGACCTCACCGACGAGATTGTGAAGGATGTGAAGCAGACGTACTTGGCACGGGTC 

370 380 390 400 410 420 430 

430 440 450 460 470 480 490 

TTCTCCTACCCGGCAGGGAATGTGGAGAGCACCGGTTCTGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAG 

440 450 460 470 480 490 500 

500 510 520 530 540 550 560 

TTCACACCTTACCTGGAGACAAACCTCGGACAGCCAACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTG 

510 520 530 540 550 560 570 

570 580 590 600 610 620 630 

AATGTGACCGTAGAAGATGAACGGACTTTAGTCAGAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTT 

580 590 600 610 620 630 640 

640 650 660 670 680 690 700 

GGCAAGGACTTAATTTATACACTTTATTATTGGAAATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAAC 

UyMillUtliilUiHllliilUlllUHMiiiliaiUUMMUllli 

650 660 670 680 690 700 710 720 

710 720 730 740 750 760 770 780 
ACTAATGAGTTTTTGATTGATGTGGATAAAGGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCC 
n 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 H III i j 1 1 



80 90 100 110 120 130 140 

ISO 160 170 180 190 200 210 

GTCGCTCGGACGCTCCTGCTCGGCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACTACAAATACTGTG 

150 160 170 180 190 200 210 

220 230 240 250 260 270 280 

GCAGCATATAATTTAACTTGGAAATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCCAAACCCGTCAAT 

220 230 240 250 260 270 280 

290 300 310 320 330 340 350 360 

CAAGTCTACACTGTTCAAATAAGCACTAAGTCAGGAGATTGGAAAAGCAAATGCTTTTACACAACAGACACA 

{llilillililiHillilliiilHilililiiiiWIiiMilllliilltlMliiiliWi 

290 300 310 320 330 340 350 360 

370 380 390 400 410 420 430 

GAGTGTGACCTCACCGACGAGATTGTGAAGGATGTGAAGCAGACGTACTTGGCACGGGTCTTCTCCTACCCG 

370 380 390 400 410 420 430 

440 450 460 470 480 490 500 

GCAGGGAATGTGGAGAGCACCGGTTCTGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAGTTCACACCTTAC 

440 450 460 470 480 490 500 

510 520 530 540 550 560 570 

CTGGAGACAAACCTCGGACAGCCAACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTGAATGTGACCGTA 

510 520 530 540 550 560 570 

580 590 600 610 620 630 640 - 

GAAGATGAACGGACTTTAGTCAGAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTTGGCAAGGACTTA 

580 590 600 610 620 630 640 

650 660 670 680 690 700 710 720 

ATTTATACACTTTATTATTGGAAATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAACACTAATGAGTTT 

650 660 670 680 690 700 710 720 

730 740 750 760 770 780 790 

TTGATTGATGTGGATAAAGGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCCCGAACAGTTAAC 

730 740 750 760 770 780 790 

800 810 820 830 840 850 860 

CGGAAGAGTACAGACAGCCCGGTAGAGTGTATGGGCCAGGAGAAAGGGGAATTCAGAGAAATATTCTACATC 

800 810 820 830 840 850 860 

870 880 890 900 910 920 930 

ATTGGAGCTGTGGTATTTGTGGTCATCATCCTTGTCATCATCCTGGCTATATCTCTACACAAGTGTAGAAAG 

870 880 890 900 910 920 930 

940 950 960 970 980 X 

GCAGGAGTGGGGCAGAGCTGGAAGGAGAACTCCCCACTGAATGTTTCATAA 

940 950 960 970 980 990 1000 

TGCAAATGCTATATTGCACTGTGACCGAG 
1010 1020 1030 

4. FURH-969863-FIG2.SE9 (1-987) 

N92782 cDNA of entire hunan tissue factor apoprotein. 

ID N92782 standard; cDNA; 2147 BP. 

AC N92782; 

DT 22-MAY-1990 (first entry) 

DE cDNA of entire huRan tissue factor apoprotein. 

KM Hunan tissue factor; coagulation sysieo; anticoagulant; ds. 

OS Hono sapiens. 



650 660 670 680 690 700 710 720 

710 720 730 740 750 760 770 780 

ACTAATGAGTTTTTGATTGATGTGGATAAAGGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCC 

730 740 750 760 770 780 790 

790 800 810 820 830 840 850 

CGAACAGTTAACCGGAAGAGTACAGACAGCCCGGTAGAGTGTATGGGCCAGGAGAAAGGGGAATTCAGAGAA 

800 810 820 830 840 850 860 

860 870 880 890 900 910 920 

ATATTCTACATCATTGGAGCTGTGGTATTTGTGGTCATCATCCTTGTCATCATCCTGGCTATATCTCTACAC 

870 880 890 900 910 920 930 

930 940 950 960 970 980 X 

AAGTGTAGAAAGGCAGGAGTGGGGCAGAGCTGGAAGGAGAACTCCCCACTGAATGTTTCATAA 

940 950 960 970 980 990 1000 

TGTTGGAGCTACTGCAAATGCTATATTGCACTGTGACCGAG 
1010 1020 1030 1040 



3. FURM-969863-FIG2.SEQ (1-987) 

N81104 Sequence of human tissue factor protein (TFP) clon 

ID N81104 standard? DNA; 2127 BP. 

AC N81104; 

DT 19-N0V-1990 (first entry) 

DE Sequence of hunan tissue factor protein (TFP) clone derived fron 

DE adipose cDNA library 

KN Hybridisation; coagulation; btood clotting? therapy; ds. 

OS Hocto sapiens. 

FH Key Location/Qualifiers 

FT sig peptide 100.. 195 

FT /nig= a 

FT Rat peptide 196.-987 

FT /Hig= b 

PN EP-278776-A. 

PD 17-AUG-1938. 

PF 12-FEB-1988J 301190. 

PR 7-APR-1987; US-035409,. 

PR 05-FEB-1988; US-152698. 

PA (GETH) Genentech Inc. 

PI Lawn Rlti Wion KL, Vehar GA; 

OR HPI; 88-229602/33. 

OR P-PSDB; P80504. 

PT Tissue factor protein and derivs. - 

PT obtd. by recombinant deoxyribonucleic acid techniques! used to 

PT treat chronic bleeding and coagulation-disorders 

PS Claim 4; Fig 2a-2b; 39pp; English. 

CC Tissue factor protein (TFP) free of substances fron its natural source is 

CC claimed, TFP administered to provide a coagulation inducing therapeutic 

CC coapsn. for various chronic bleeding disorders. Two oligo probes 

CC representing one possible codon choice for each AA of the H-terninal AA 

CC sequence (60 nucleotides) and internal AA sequence near the C-terwinal 

CC (81 nucleotides) were designed and suthesised. cDNA clones of hunan TFP 

CC were obtd. using the DNA probes first to screen a hunan placental cDNA 

CC library. 1400 BP EcoRI fragment fron a placental clone was used to screen 

CC a huRan adipose cDNA library. The full length hunan TFP cDNA was contd. 

CC within the cDNA clone lanbda TF14. The full length cDNA uas inserted into 

CC an expression plasnid and TFP uas expressed using nannalian cells (COS) 

CC cells and E.coli. 

SQ Sequence 2127 BP; 606 A; 450 C; 472 G? 599 T; 

Initial Score = 987 Optinized Score = 987 Significance = 55.55 
Residue Identity = 1007. Hatches = 987 Hisnatches = 0 

Gaps = 0 Conservative Substitutions - 0 

X 10 20 30 40 50 60 70 

CTCGCACTCCCTCTGGCCGGCCCAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGCGCCACGGAACCC 

X 10 20 30 40 50 60 70 

80 90 100 110 120 130 140 

GCTCGATCTCGCCGCCAACTGGTAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGCCCCGAGACCGCC 



FT /Haq= a 

FT /proouct=hupian tissue factor 

FT sig peptide 112.. 207 

FT /Hig= b 

FT flat peptide 208.. 996 

FT /Hig= c 

FT /proouct=apoprotein 

PN W08809817-A. 

PD 15-DEC-1988. 

PF 08-JUN-1988; U01915. 

PR 2-JUN-1986; US-062166. 

PR 14-HAR-1988J US-167870. 

PA (M0UN-) Mount Sinai Sch Med, (UYYA-) Yale University! 

PA (UYNY-) City Univ Neu York, (MOUN) Mount Sinai Hosp Res Fdn. 

PI Menerson Y, Konigsberg U; 

DR WPI; 88-368631/51. 

PT Neu recombinant cloning vehicle expressing hunan tissue factor - 

PT encoding DNA sequences, transformed cells and pure apoprotein 

PT prods 

PS Disclosure; pp; English. 

CC The fragment encodes a single chain polypeptide preprotein 295 

CC long. The signal sequence is post translationally cleaved to give 

CC a nature protein of 263 anino acids. 

CC HTF can be used for inhibiting binding of factor VIII to tissue 

CC factor. 

CC See also N81950-2. 

SO Sequence 2147 BP; 613 A; 454 C; 477 G? 603 T; 

Initial Score = 987 Optioized Score = 987 Significance = 55.55 
Residue Identity = 100X Matches = 987 Mismatches - 0 

Gaps = 0 Conservative Substitutions = 0 

X 10 20 30 40 50 60 

CTCGCACTCCCTCTGGCCGGCCCAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGC 

ID X 20 30 40 SO 60 70 

70 80 90 100 110 120 130 

GCCACGGAACCCGCTCGATCTCGCCGCCAACTGGTAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGC 

80 90 100 110 120 130 140 

140 150 160 170 180 190 200 

CCCGAGACCGCCGTCGCTCGGACGCTCCTGCTCGGCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACT 

150 160 170 180 190 200 210 

210 220 230 240 250 260 270 

ACAAATACTGTGGCAGCATATAATTTAACTTGGAAATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCC 

IMWIMIMIltUIIIIIilliilllliliillllltMMIIIIIillMii 

220 230 240 250 260 270 280 

280 290 300 310 320 330 340 

AAACCCGTCAATCAAGTCTACACTGTTCAAATAAGCACTAAGTCAGGAGATTGGAAAAGCAAATGCTTTTAC 

290 300 310 320 330 340 350 360 

350 360 370 380 390 400 410 420 

ACAACAGACACAGAGTGTGACCTCACCGACGAGATTGTGAAGGATGTGAAGCAGACGTACTTGGCACGGGTC 

370 380 390 400 410 420 430 

430 440 450 460 470 480 490 

TTCTCCTACCCGGCAGGGAATGTGGAGAGCACCGGTTCTGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAG 

440 450 460 470 480 490 500 

500 510 520 530 540 550 560 

TTCACACCTTACCTGGAGACAAACCTCGGACAGCCAACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTG 

510 520 530 540 550 560 570 

570 580 590 600 610 620 630 

AATGTGACCGTAGAAGATGAACGGACTTTAGTCAGAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTT 

ii}iMiiiaiatawaHHiiiaama«iiaaaiMiaMi} 

580 590 600 610 620 630 640 

640 650 660 670 680 690 700 

C£rAACCArTTAATTTATArArTTTATTATTCCAAATrTTrAAriTTrACnAAAnAAAArArrrAAAArAAAr 



170 180 190 200 210 220 230 

GCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACTACAAATACTGTGGCAGCATATAATTTAACTTGGA 

230 240 250 260 270 280 290 

240 250 260 270 280 290 300 310 

AATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCCAAACCCGTCAATCAAGTCTACACTGTTCAAATAA 

300 310 320 330 340 350 360 370 

320 330 340 350 360 370 380 

GCACTAAGTCAGGAGATTGGAAAAGCAAATGCTTTTACACAACAGACACAGAGTGTGACCTCACCGACGAGA 

iMiiiMaiiMuaawiiiiaMauaMMiwaa 

380 390 400 410 420 430 440 

390 400 410 420 430 440 450 

TTGTGAAGGATGTGAAGCAGACGTACTTGGCACGGGTCTTCTCCTACCCGGCAGGGAATGTGGAGAGCACCG 

iiMMiaiMaiwiaaMiamiMTOiiaaiaiii 

450 460 470 480 490 500 510 

460 470 480 490 500 510 520 

GTTCTGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAGTTCACACCTTACCTGGAGACAAACCTCGGACAGC 

aMHMiiWMiaaiaiaaaiHaaMiuiMaauaiaaaii 

520 530 540 550 560 570 580 

530 540 550 560 570 580 590 

CAACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTGAATGTGACCGTAGAAGATGAACGGACTTTAGTCA 

aiaiiiaMiiaiaaiaaiaiiiUMiauuiMMuaMiia 

590 600 610 620 630 640 650 

600 610 620 630 640 650 660 670 

GAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTTGGCAAGGACTTAATTTATACACTTTATTATTGGA 

awMiaiHiiHaiMwaaiaiHMiiyiiHMiiaMiiiiawa 

660 670 680 690 700 710 720 730 

680 690 700 710 720 730 740 

AATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAACACTAATGAGTTTTTGATTGATGTGGATAAAGGAG 

aiHMiiaiauaiaaaauiaiiaiawaiiwiaiiaiiiMMi 

740 750 760 770 780 790 800 

750 760 770 780 790 800 810 

AAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCCCGAACAGTTAACCGGAAGAGTACAGACAGCCCGG 

iiMMHHaii«iaiMaiiaMwaaayiiiiaaiaiuaaaiM 

810 820 830 840 850 860 870 

820 830 840 850 860 870 880 

TAGAGTGTATGGGCCAGGAGAAAGGGGAATTCAGAGAAATATTCTACATCATTGGAGCTGTGGTATTTGTGG 

iiayMiiMaiiiaaiiiawMaaiiiMyaiaiiiaiiiiiiiiiiHiiM 

880 890 900 910 920 930 940 

890 900 910 920 930 940 950 

TCATCATCCTTGTCATCATCCTGGCTATATCTCTACACAAGTGTAGAAAGGCAGGAGTGGGGCAGAGCTGGA 

laiaiwiHaiaiiHWHiaiMaaiHHiaiiaaaiMiaaiiiia 

950 960 970 980 990 1000 1010 

960 970 980 X 

AGGAGAACTCCCCACTGAATGTTTCATAA 

AAiiiiiiUiiiAiUiiiililiililAGGAAGCACTGTTCGAGCTACTGCAAATGCTATATTGCACTGT 
1020 1030 1040 1050 1060 1070 1080 1090 

GACCGAG 



2. FURH-969863-FIG2.SEQ (1-987) 

N81953 Encodes huptan tissue factor 

ID N81953 standard; cDNA; 2147 BP. 

AC N81953; 

DT 22-0CT-1990 (first entry) 

DE Encodes human tissue factor 

KM hunan tissue factor (HTF) apoprotein? procoagulant; 

KW Factor VIII; ss. 

OS synthetic. 

FH Key Location/Qualifiers 

_EI CM 113 999 



11. 020269 Gene encoding AE-III (peptidu 3383 114 427 S.4S 0 

12. Q25107 DHFR-APP fusion protein (pBBK 4670 112 416 5.34 0 

13. Q22995 Sequence encoding 53 kD cellu 1182 110 420 5.22 0 

14. 011563 Encodes E-cadherin fron dog k 4333 110 432 5.22 0 

15. 039967 PKC-alpha cDNA. 3305 107 432 5.05 0 

16. N40141 Sequence of hunan factor IX g 11866 107 402 5.05 0 

17. N40176 Sequence of hunan factor IX g 11873 107 401 5.05 0 

«*** 4 standard deviations above nean «**♦ 

18. N60202 Interferon-pseudo-onega-2. 2132 105 420 4.94 0 

19. Q13802 Non-receptor linked protein t 2287 105 385 4.94 0 

20. 003661 Raize C3 sequence encoding ac 2546 105 421 4.94 0 

21. 010543 BanHI J-I fragment carrying s 2721 104 395 4.88 0 

22. 010212 BanHI J-I fragnent carrying s 2721 104 395 4.88 0 

23. N50525 Bacillus thuringiensis var. i 3756 104 422 4.88 0 

24. 032366 HAGE-10 genonic DNA. 920 102 259 4.76 0 

25. N81341 Reconbinant plasnid pHPl cont 4133 102 409 4.76 0 

26. N 7 1 0 1 7 Sequence of LAV/HTLV III gag 5340 102 431 4.76 0 

27. N60142 Sequence of ARV-2 cloned in p 2467 101 324 4.71 0 

28. Q31938 p41 gag gene (fusion of p25 g 2467 100 323 4.65 0 

29. 013673 SUP-B27 t(l,'19) translocation 2837 99 422 4.59 0 

30. 013675 E2A/prl fusion transcript fro 2922 99 421 4.59 0 

31. 049757 pTK gene HpTK5. 3969 99 409 4.59 0 

32. 045503 Sequence encoding an antibody 1657 98 356 4.53 0 

33. 024174 M13IX421. 7294 98 415 4.53 0 

34. 024172 11131X30. 7445 98 414 4.53 0 

35. 014752 HIV-HBN-ST1) env protein-enc 9746 98 428 4.53 0 

36. 012528 Thynidulate phosphohydrolase. 1611 97 354 4.48 0 

37. 027487 PT42 pronoter and 5' gene por 2370 97 382 4.48 0 

38. 024171 N13IX22. 7320 97 411 4.48 0 

39. 033150 CAT-LacZ alpha-peptide trans- 623 96 243 4.42 0 

40. 027243 CAT-LacZ alpha-peptide trans- 623 96 243 4.42 0 

1. FURM-969863-FIG2.SE0 (1-987) 

020349 Thronboplastin clone 2b-Apr5. 

ID 020349 standard; cDNA; 2189 BP." 

AC 020349 J 

DT 09-APR-1992 (first entry) . 

DE Thronboplastin clone 2b- Apr 5. 

KW Thronboplastin; Ig; fusion protein; ss. 

OS Hono sapiens. 

FH Key Location/Oualif iers 

FT CDS 160.. 1044 

FT /*tag= a 

FT /label= thronboplastin 

PN EP-464533-A. 

PD 08-JAN-1992. 

PF 24-JUN-1991; 110368. 

PR 28-JUN-1990; DE-020607. 

PA (BEHW ) BEHRINGHERKE AG. 

PA (GEH0-) GENERAL HOSPITAL CORP. 

PI Lauffer L- Oquendo P. Zettlneiss G. Seed B; 

DR WPU 92-009794/02. 

PT Soluble fusion protein useful in treatnent or diagnosis - contg. 

PT innunoglobulin constant region and e.g. thronboplastin! cytokine 

PT or receptor i expressed in nannalian cells 

PS Disclosure; Fig 2; 21pp; Gernan. 

CC Based on the thronboplastin DNA sequence published by Scarpati et al.i 

CC Biochemistry. Bd. 26 (1987) » 5234-5238. tuo oligonucleotide probes 

CC are derived (020350-51). A hunan placenta cDNA bank is screened. 

CC Several clones are obtained and clone 2b-Apr5 is isolated. The derived 

CC anino acid sequence is as described by Scarpati et al. 

CC See also 020349-57. 

SO Sequence 2189 BP; 617 A; 470 Ci 487 Gi 615 Ti 

Initial Score = 987 Optinized Score = 987 Significance = 55.55 
Residue Identity - 100% Hatches = 987 Hi snatches = 0 

Gaps = 0 Conservative Substitutions = 0 

X 10 20 

CTCGCACTCCCTCTGGCCGGCC 

GAGGTCGACGGTATCGATAAGCTTGATATCGAATTCTCTCGGCGAACCCCcliiiiclcCclcWIciiicC 
20 30 40 50 60 70 80 

30 40 50 60 70 80 90 

CAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGCGCCACGGAACCCGCTCGATCTCGCCGCCAACTGG 

90 100 110 120 130 140 150 

100 110 120 130 140 150 160 

TAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGCCCCGAGACCGCCGTCGCTCGGACGCTCCTGCTCG 

160 170 180 190 200 210 220 



tauthors Hartzell, S.J Ryder, K.J Lanahan, A.; Lau, L.F.; Nathans* 0. 
liournal Hoi. Cell. Biol. (1989) 9:2567-2573 

ttitle A growth factor-responsive gene of nurine BALB/c 3T3 cells 

encodes a protein homologous to hunan tissue factor, 
tcross-references HUID :89343974 
taccession A32318 
##nolecule type rRNA 
##residues~ 1-294 iilabel HAR 
##cross-references GBW26071 
REFERENCE A39046 

tauthors Ranganathan* G.; Blatti, S.P.; SubrananiaRr M.I Fass> D.N.; 

Haihler N.J.; Getzi N.J. 
tiournal J. Biol. Chen. (1991) 266:496-501 
Slitle Cloning of nurine tissue factor and regulation of gene 

expression by transforning growth factor type betal. 
tcross-references HUID? 91093171 
laccession A39046 
##flolecule type pjRNA 

##residues~ l-25r'r, 27-294 ##label RAN 
##cross-references GB?J05713 
##note 26-Thr was also found 

COMHENT Tissue factor is an integral nenbrane glycoprotein that serves as a 
receptor for plasna coagulation factor Vila. The complex 
initiates the extrinsic coagulation pathway. 
COHHENT Expression of tissue factor can be induced in a variety of tissues 

by certain growth factors and inf lavatory stinuli. 
CLASSIFICATION isuperfanilu tissue factor 

KEYWORDS blood coagulation; glycoprotein; nenbrane protein 

FEATURE 

1-29 idonain signal sequence tstatus predicted ilabel SIG 

30-294 #protein tissue factor istatus predicted ilabel HAT 

30-251 #doRain extracellular istatus predicted #label EXT 

252-274 idonain transnenbrane istatus predicted ilabel THH 

75-83r213-241 idisulf ide^bonds istatus predicted 
37i57r 169i200 #binding site carbohydrate (Asn) (covalent) istatus 
predicted 

275 #binding_site fatty acid (Cys) (covalent) istatus 

experimental 

SUHHARY #length 294 Inolecular-weight 32923 ichecksua 9197 

SEQUENCE 

Initial Score = 87 Optimized Score = 219 Significance « 5.50 
Residue Identity = 52% Hatches = 158 Mismatches = 114 

Gaps = 13 Conservative Substitutions = 16 

X 10 20 30 40 50 60 70 

HETPAWPRVPRPETAVARTLLLGWVFASVAGASGTTNTVAAYNLTHKSTNFKTILEWEPKPVNQVYTVSIST 

AaILVrHlL — AklpWicLLlliT^^^ 

X 10 20 30 40 50 60 

80 90 100 110 120 130 
KSGDWKSKCFYTTDTECDLTDEIVKDVKQTYLARVFSYP-AGNVESTGS AGEPLYENSPEFTPYLET 

R^NiUiMM^ 

70 80 90 100 110 120 130 

140 150 160 170 180 190 200 210 

NLGQPTI9SFE8VGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDLIYTLYYWKSSSSGKKTAKTNTNEFLID 

uyj.iyuyiviKkLi/w^iuminTi.wM.iiiii^ii 

140 150 160 170 180 190 200 210 

220 230 240 250 260 270 280 

VDKGENYCFSVQAVIPSRTVNRKSTDSPVECHG9EKGEFREIFYIIGAVVFVVIILVIILAISLHKCRKAGV 

iiEivsiiFFillnl FiRKTllQNipGisT viTElwilsFLGETL 1 1 vlW llLAT I F 1 llis !4 i ^NRA 
220 230 240 250 260 270 280 

290 X 
GQSHKENSPLNVS 



iixGll-NTP 



SRLA 
290 X 

8. FURH-969863-FIG2.PEP U-295) 

VGNZU1 fusion glycoprotein - Newcastle disease virus (str 

ENTRY VGNZU1 8type complete 

TITLE fusion glycoprotein - Newcastle disease virus (strain Ulster) 

ORGANISM tfornal nane Newcastle disease virus 

DATE 30-Jun-T989 Isequence revision 30-Jun-1989 #text change 

30-Jun-1993 

ACCESSIONS A29823 

REFERENCE A92799 

tauthors Millar, N.S.; Chambers > P.; Ennersoni P.T. 



ISO 160 170 180 190 200 210 

220 230 240 250 260 270 280 

YCFSV9AVIPSRTVNRKSTDSPVECMGQEKGEFREIFYI IGAVVFVVI ILVI ILAISLHKCRKAGVG9SWKE 

Wiiiiiv I PSR^QR^PESLTECTSRESGRAll EHFF I 1 GA W- WaLLi" I VLSVwtcR 1 ilRAGPSGlH 
220 230 240 250 260 270 280 

290 X 
NSPLNVS 

sipLNIA 
290 X 

6. FURM-969863-FIG2.PEP (1-295) 
S23681 tissue factor - rabbit 

ENTRY S23681 #type conplete 

TITLE tissue factor - rabbit 

ORGANISM ifornal nane Oryctolagus cuniculus #coflnon_nane donestic 

rabbit 

DATE 22-Nov-1993; #sequence revision 22-Nov-1993: #text change 

22-Nov-1993 
ACCESSIONS S23681 
REFERENCE S23681 

(authors Pauashe. A.; EzekouitZt M,; Lin i T.C.; Hortonr R.; Bachi R.» 

Konigsberg. W. 
Siournat Throfib. Haenost. (1991) 66:315-320 

llitle Molecular cloningi characterization and expression of cDNA 

for rabbit brain tissue factor, 
♦cross-references HUID: 92081032 
taccession S23681 

llstatus prelininary 
Mresidues 1-260 ft# label PAH 
##cross-references EHBL 5X53521 
SUMMARY # length 260 #nolecular-ueight 29312 tchecksun 2601 

SEQUENCE 

Initial Score = 209 Optinized Score = 229 Significance = 5.88 
Residue Identity = 71% Hatches = 186 Mi snatches = 56 

Gaps = 1 Conservative Substitutions = 18 

10 20 30 X 40 50 60 70 

NETPAWPRVPRPETAVARTLLLGWVFAQVAGASGTTNTVAAYNLTWKSTNFKTILEWEPKPVN8VYTV8IST 

X 10 20 30 

80 90 100 110 120 130 140 

KSGDyKSKCFYTTDTECDLTDEIVKDVKQTYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLGfiPT 

40 50 60 70 80 90 100 110 

150 160 170 180 190 200 210 

I SSFEfiVGTKVNVT VEDERTLVRRNNTFLSLRD VFGKDL I YTLYYHKSSSSGKKTAKTNTMEFL I D VDKGEN 

120 130 140 150 160 170 180 

220 230 240 250 260 270 280 

YCFSVfiAVIPSRTVNRKSTDSPVECMGQEKGEFREIFYI IGAVVFVVI ILVI ILAISLHKCRKAGVGflSHKE 

Wfs iili I psrWqrspesltectsre9graremff1 I iiM- Wall i I vlsvtvyMJ i! ragps 1 giIe 

190 200 210 220 230 240 250 

290 X 
NSPLNVS 

SSPLNIA 
260 

7. FURM-969863-FIG2.PEP (1-295) 

KFMS3 tissue factor precursor - nouse 

ENTRY KFMS3 Slype conplete 

TITLE tissue factor precursor - nouse 

ALTERNATE NAMES coagulation factor III 

ORGANISM Sfornal nane Hus nusculus fconnon nane house nouse 

DATE 30-Sep-T993 (sequence revision 30 : Sep-1993 ttext change 

30-Sep-1993 

ACCESSIONS A32318? A39046 

pcrcocurr iirua 



80 90 100 110 120 130 140 

KSGDHKSKCFYTTDTECDLTDEIVKDVK9TYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLGSPT 

80 90 100 110 120 130 140 

ISO 160 170 180 190 200 210 

IQSFEQVGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDLIYTLYYMKSSSSGKKTAKTNTNEFLIDVDKGEN 

150 160 170 180 190 200 210 

220 230 240 250 260 270 280 

YCFSVQAVIPSRTVNRKSTDSPVECMGQEKGEFREIFYI IGAVVFVVI ILV1 ILAISLHKCRKAGVG9SWKE 

!iFHiiiilLiRRiWSpEipiKiTSHElvLSTkFFl IgtJhl4 i I Ifi vvisviiiiiilvRAERicJiE 

220 230 240 250 260 270 280 

290 X 
NSPLNVS 



LNAA 
290 X 

5. FURH-969863-F1G2.PEP (1-295) 

KFRB3 tissue factor precursor - rabbit 

ENTRY KFRB3 #type complete 

TITLE tissue factor precursor - rabbit 

ALTERNATE.NAHES coagulation factor III 

ORGANISM #f ornal name Qryctolagus cuniculus tco«Ron_nane doaestic 

rabbit 

DATE 30-Sep-1993 isequence revision 30-Sep-i993 itext change 

30-Sep-1993 
ACCESSIONS JU0441 
REFERENCE JU0441 

tauthors Andrews, B.S., Rehentulla, A.; Fouler, B.J.; Edgington? T.S. 

Mackfian, N. 
# journal Gene (1991) 98:265-269 

ititle Conservation of tissue factor primary sequence anong three 

Rapmalian species. 
#cross-references HUID;91200676 
tcontents brain 
taccession JU0441 
ttaolecule type rRNA 
tiresidues" 1-292 itlabel AND 
Stcross-references GBJH55390 
COMMENT Tissue factor is an integral neftbrane glycoprotein that serves as 
receptor for plasRa coagulation factor Vila. The conplex 
initiates the extrinsic coagulation pathway. 
C0MHENT Expression of tissue factor can be induced in a variety of tissues 

by certain growth factors and inflammatory stimuli. 
CLASSIFICATION #superf anilg tissue factor 

KEYWORDS blood coaqulat ion; Glycoprotein; nenbrane protein 

FEATURE 

1-32 idoetain signal sequence #label SIG 

33-292 #protein tissue factor llabel HAT 

33-249 Sdoptain extracellular istatus predicted tlabel EXT 

250-271 tdonain transnenbrane istatus predicted tlabel THH 

272-292 idonain intracellular istatus predicted tlabel INT 

79-87*216-239 tdisulfide bonds istatus predicted 

41,114,154,167, 

182 ibinding site carbohydrate (Asn) (covalent) istatus 

predicted 

274 ibinding_site fatty acid (Cys) (covalent) istatus 

experimental 

SUMMARY ilength 292 tnolecular-ueight 32738 ichecksuft 1871 

SEQUENCE 

Initial Score = 209 OptiRized Score = 254 Significance = 6.80 
Residue Identity = 69X Matches = 206 Misnatches = 67 

Gaps = 3 Conservative Substitutions = 19 

X 10 20 30 40 50 60 70 

metpa«prvprpetavartlllgyvfasvagasgttntvaaynlt«kstnfktilewepkpvnqvytvqist 
IapJtrlo} 

X 10 20 30 40 50 60 70 

80 90 100 110 120 130 140 

ksgdhkskcfyttdtecdltdeivkdvkqtylarvfsypagnvestgsageplyenspeftpyletnlgflpt 
rlenIk 

80 90 100 110 120 130 140 



t 



Residue Identity - 100% Hatches - 295 Hi snatches 

Gaps - 0 Conservative Substitutions 



X 10 20 30 40 SO 60 70 

HETPAHPRVPRPET AV ARTLLLGWVFAQVAGASGTTNTVAA YNLTHKSTNFKT I LEWEPKPVNGVYTV8I ST 

mm^mmmmmmMmmmiiii 

X 10 20 30 40 SO 60 70 

80 90 100 110 120 130 140 

KSGDHKSKCFYTTDTECDLTDEIVKDVKQTYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLGQPT 



80 



90 



100 



110 



120 



130 



140 



150 160 170 180 190 200 210 

I QSFEQVGTK VNVT VEDERTL VRRNNTFLSLRDVFGKDL I YTLYYHKSSSSGKKTAKTNTNEFLI DVDKGEN 

150 160 170 180 190 200 210 

220 230 240 250 260 270 280 

YCFSV9AVIPSRTVNRKSTDSPVECHGQEKGEFREIFYIIGAVVFVVIILVIILAISLHKCRKAGVG8SUKE 

220 230 240 250 260 270 280 

290 X 
NSPLNVS 

Mil 

290 X 



4. FURH-969863-FIG2.PEP (1-295) 

KFB03 tissue factor precursor - bovine 



ENTRY 
TITLE 

ALTERNATE NAHES 
ORGANISM " 
DATE 



KF803 ttype conplete 
tissue factor precursor - bovine 
coagulation factor III 

Iformal name Bos prinigenius taurus icopmon name cattle 
30-Sep-l993 ^sequence revision 30-Sep-1993 itext change 
30-Sep-1993 
ACCESSIONS J61319 
REFERENCE JQ1319 

tauthors Tafcauenokii Y.J Huta* T.; Miyata* T.; Iwanagar S. 
Sjournal Biochen. Biophys. Res. Cofmin. (1991) 181:1145-1150 
ititle cDNA and amino acid sequences of bovine tissue factor. 

Scross-references HUIDJ92109720 
icontents Adrenal gland 
taccession J91319 
itnolecule type mRNA 
itresidues" 1-292 itlabel TAK 
ttcross-references GB:S74147 

iinote part of this sequence* including the amino end of the 

nature protein* was confirmed by protein sequencing 
COMMENT Tissue factor is an integral membrane glycoprotein that serves as a 
receptor for plasma coagulation factor Vila. The complex 
initiates the extrinsic coagulation pathway. 
C0HHENT Expression of tissue factor can be induced in a variety of tissues 

by certain growth factors and inflammatory stimuli. 
CLASSIFICATION isuperf amilu tissue factor 

blood coagulation; glycoprotein; membrane protein 



KEYWORDS 
FEATURE 

1-35 

36-292 

36-248 

249-271 

272-292 

81-89,215-238 

43,153,181 

113,124 

274 

SUHHARY 
SEQUENCE 



idonain signal sequence #label SIG 
iprotein tissue factor f status experimental #label HAT 
idomain extracellular Istatus predicted tlabel EXT 
idomain transmembrane istatus predicted tlabel THM 
tdomain intracellular istatus predicted tlabel INT 
idisulfide^bonds istatus predicted 
ibinding site carbohydrate (Asn) (covalent) istatus 
predicted 

tbinding site carbohydrate (Thr) (covalent) istatus 
predicted 

tbinding site fatty acid (Cys) (covalent) istatus 
experimental 

tlength 292 tmolecular-ueight 32475 tchecksum 1836 



Initial Score = 
Residue Identity = 
Gaps = 



148 Optimized Score = 257 Significance - 6.92 
69X Hatches = 204 Mismatches = 71 

3 Conservative Substitutions = 17 



X 10 20 30 40 50 60 70 

HETPA«PRVPRPETAVARTLLLGHVFA9VAGASGTTNTVAAYNLTHKSTNFKTILEWEPKPVN9VYTVSIST 



HA 



7fl 



rOVVVAYNII 

an 



7f 



290 X 
WSPLNVS 

Ml 

290 X 

3, FURN-969863-FIG2.PEP (1-295) 

KFHU3 tissue factor precursor - human 

ENTRY KFHU3 itype complete 

TITLE tissue factor precursor - human 

ALTERNATE NAHES coagulation factor III 
ORGANISM tfornal name Homo sapiens icommon name nan 

DATE 30-Sep-T993 #sequence revision 30 z Sep-l993 itext change 

03-Feb-1994 

ACCESSIONS A28320; A29062; A29672; A29008 

REFERENCE A94171 

f authors Spicer* E.K.; Horton? R.J Bloen? L.I Bach; R.? Williams? 

K.R.; Guha? A. ; Kraus? J.; Lin, T.C.J Nenerson? Y.; 

Koniqsberq? W.H. 

iiournal Proc. Rati. Acad. Sci. U.S.A. (1987) 84:5148-5152 
ttitle Isolation of cDNA clones coding for human tissue factor? 

primary structure of the protein and cDNA. 
icross-references MUID ; 87260946 
taccession A28320 

iimolecule type mRNA 

tiresidues" 1-295 itlabel SPI 

##cross-references GBU02931 
REFERENCE A290A2 

iauthors Horrissey? J.H.; Fakhrai? H.; Edgington? T.S. 
journal Cell (1987) 50? 129-135 

Slitle Molecular cloning of the cDNA for tissue factor? the cellular 

receptor for the initiation of the coagulation protease 
cascade. 
Scross-references HUID:87244317 
^accession A29062 
Iimolecule type mRNA 
f#residues~ 1-295 itlabel ROR 
##cross-references GBs J02931 

##note part of this sequence? including the amino end of the 

nature protein? was confirmed by protein sequencing 

REFERENCE A29672 

Iauthors Scarpati? E.H.; Hen? D.? Broze Jr.? G.J.; Hiletich? J. P.; 

Flandermeyer? R.R.; Siegel? N.R.; Sadler? J.E. 
liournal Biochemistry (1987) 26;5234-5238 
ttitle Hunan tissue factor! cDNA sequence and chromosome 

localization of the gene, 
icross-references MUID:88050796 
taccession A29672 
Iimolecule type mRNA 

itresidues* 1-259, 'A 1 ?2&l-295 ##label SCA 

##cross-references GBJM16553 
REFERENCE A37422 

iauthors Bachi R.? Koniqsberg? U.H.; Nenerson? Y. 
liournal Biochemistry (1988) 27:4227-4231 

Hi tie Hunan tissue factor contains thioester-l inked palmitate and 

stearate on the cytoplasmic half-cystine. 
tcontents annotation; disulfide bonds and fatty acid binding site 
COMMENT Tissue factor is an integral membrane glycoprotein that serves as a 
receptor for plasma coagulation factor Vila. The complex 
initiates the extrinsic coagulation pathway. 
COMMENT Expression of tissue factor can be induced in a variety of tissues 
by certain grouth factors and inflammatory stimuli. 

GENETICS 

tgene GDB?F3 

fmap position Ip22-p21 
CLASSIFICATION isuperfamilu tissue factor 

KEYWORDS blood coagulation? glycoprotein; lipoprotein? membrane 

protein 

FEATURE 

1-32 idomain signal sequence #status experimental tlabel SIG 

33-295 #protein tissue factor istatus experimental tlabel MAT 

33-251 idomain extracellular istatus predicted tlabel EXT 

252-274 idomain transmembrane #status predicted tlabel THH 

275-295 #domain intracellular istatus predicted tlabel INT 

81-89?218-241 tdisulfide bonds istatus experimental 
43 ibinding site carbohydrate (Asn) (covalent) istatus 

experimental 

156,169 ibinding site carbohydrate (Asn) (covalent) istatus 

predicted 

277 tbinding_site fatty acid (Cys) (covalent) istatus 

experimental 

SUHHARY tlength 295 imolecular-yeight 33067 tchecksum 4014 

SEQUENCE 

Initial Srnr-P = ?QS fin* iai 7pH $mr>e = Si nm f i ranro = A .11 



SUMMARY tlength 295 tRolecular-ueight 33067 tchecksun 4014 

SEQUENCE 

Initial Score = 295 Optimized Score = 295 Significance = 8.33 
Residue Identity = 100Z Matches = 295 Mismatches = 0 

Gaps = 0 Conservative Substitutions - 0 

X 10 20 30 40 50 60 70 

HETPAWPRVPRPETAVARTLLLGyVFAQVAGASGTTNTVAAYNLTHKSTNFKTILEUEPKPVN8VYTVaiST 

X 10 20 30 40 50 60 70 

80 90 100 110 120 130 140 

KSGDWKSKCFYTTDTECDLTDEIVKDVKQTYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLGQPT 

mmmmmmmmimmmm 

80 90 100 110 120 130 140 

ISO 160 170 180 190 200 210 

IQSFESVGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDLIYTLYYHKSSSSGKKTAKTNTHEFLIDVDKGEN 

ISO 160 170 180 190 200 210 

220 230 240 250 260 270 280 

YCFSVQAV I PSRTVNRKSTDSP VECMG9EKGEFRE I FY I IGAVVF VV IILVII LAI SLHKCRKAGVGQSHKE 

220 230 240 250 260 270 280 

290 X 
NSPLNVS 

im 

290 X 

2. FURM-969863-FIG2.PEP (1-295) 

A43645 tissue factor - hunan 

ENTRY A43645 #type complete 

TITLE tissue factor - hunan 

ORGANISM Sfornal naae Horo sapiens tconfton nane Ran 

DATE 03-Mar-T993 tsequence revision 03 :: Har-1993 itext change 

30-Sep-1993 
ACCESSIONS A43645 
REFERENCE A43645 

Sauthors Mackaan* N.» Horrisseui J.H.; Fouleri B.i Edgington* T.S, 

iiournal Biochemistry (1989) 28: 1755-1762 

#ti tie Complete sequence of the hunan tissue factor genei a highly 

regulated cellular receptor that initiates the coagulation 
protease cascade, 
iaccession A43645 

ttstatus preliminary 
Ifhnolecule type UNA 
liresidues" 1-295 ##Iabel MAC 
##cro5s-references GBU02844* GBJJG2846 
SUMMARY Slength 295 #Rolecular-weight 33067 Schecksun 4014 

SEQUENCE 

Initial Score = 295 Optimized Score = 295 Significance - 8.33 
Residue Identity = 100X Matches = 295 Mismatches = 0 

Gaps = 0 Conservative Substitutions = 0 

X 10 20 30 40 50 60 70 

METPAHPRVPRPETAVARTLLLGWVFAQVAGASGTTNTVAAYNLTWKSTNFKTILEWEPKPVN8VYTVQIST 

X 10 20 30 40 SO 60 70 

80 90 100 110 120 130 140 

KSGDHKSKCFYTTDTECDLTDEIVKDVKQTYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLGQPT 

mtimmmmmmm,mmimmiiim\ 

80 90 100 110 120 130 140 

ISO 160 170 180 190 200 210 

I8SFEQVGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDLIYTLYYHKSSSSGKKTAKTNTNEFLIDVDKGEN 

ISO 160 170 180 190 200 210 

220 230 240 250 260 270 280 

YCFSVQAV I PSRTVNRKSTDSP VECtlGQEKGEFRE I FY I IGAVVFVVI I LV 1 1 LA I SLHKCRKAGVGQSHKE 

ooa oia oaa o«;a oin ota <ioa 



Scores: 
Tines: 



dean 
71 

CPU 
00:01:53.98 



Nunber of residues: 

Nunber of sequences optinized: 



Median 
126 



1682879 
4259 



Standard Deviation 
26.89 

Total Elapsed 
00:05:47.00 



The scores be leu are sorted by optinized score. 
Significance is calculated based on optinized score. 



3 1002 identical sequences to the query sequence uere found: 
Sequence Nane Description 



Init. Opt. 
Length Score Score 



Sig. Frane 



1. A47574 tissue factor precursor - hun 

2. A43645 tissue factor - hunan 

3. KFHU3 tissue factor precursor - hun 



295 295 295 
295 295 295 
295 295 295 



The list of other best scores is: 



Sequence Nane Description 



Init. Opt. 
Length Score Score 



8.33 0 
8.33 0 
8.33 0 



Sig. Frane 



4. KFB03 

5. KFRB3 

6. S23681 

7. KFMS3 

8. VGNZU1 

9. A46329 

10. B46329 

11. C46329 

12. VGBEX1 

13. A36830 

14. D46329 

15. VGNZTE 

16. H46329 

17. S07422 

18. F46329 

19. VGNZGB 

20. A30588 

21. JQ0090 

22. VGNZNV 

23. S06345 

24. E46329 

25. G46329 

26. B36830 

27. VGNZND 

28. 146329 

29. XDEC 

30. A42632 

31. OYBRC 

32. A32800 

33. A34173 

34. A41931 

35. HHMS60 

36. A29646 

37. SI 3089 

38. 8RMSP1 

39. SI 8449 

40. S20548 



«#§» 6 standard deviations 
tissue factor precursor - bov 
tissue factor precursor - rab 
«*»* 5 standard deviations 
tissue factor - rabbit 
tissue factor precursor - nou 
#«{« 3 standard deviations 
fusion glycoprotein - Neucast 
fusion glycoprotein precursor 
fusion glycoprotein precursor 
fusion glycoprotein precursor 
glycoprotein X precursor - eq 
fusion glycoprotein precursor 
fusion glycoprotein precursor 
fusion glycoprotein precursor 
fusion glycoprotein precursor 
fusion glycoprotein precursor 
fusion glycoprotein precursor 
fusion glycoprotein - Neucast 
140K adnesin protein - My cop I 
attachnent protein MgPa - Myc 
fusion glycoprotein - Neucast 
fusion glycoprotein precursor 
fusion glycoprotein precursor 
fusion glycoprotein precursor 
fusion glycoprotein precursor 
fusion glycoprotein - Neucast 
fusion glycoprotein precursor 
asparaginase (EC 3.5.1.1) II 
apCAH=cell adhesion no I ecu I e 
cyclolysin - Bordetella pertu 
nitochondrial protein PI prec 
nitochondrial protein PI prec 
heat shock protein hsp60> hsp 
heat shock protein 60 precurs 
invasin - Yersinia pseudotube 
heat shock protein 60 precurs 
nicrotubule-associated protei 
variant surface glycoprotein 
si stance prote 



above nean ***« 
292 148 257 
292 209 254 
above nean «*** 
260 209 229 
294 87 219 
above nean **t* 



leptonycin B resi 



553 
553 
553 
553 
797 
553 
553 
553 
553 
553 
553 
553 

1444 

1444 
553 
553 
553 
553 
553 
553 
553 
348 
932 

1706 
573 
573 
573 
573 
986 
573 

2464 
514 

1362 



7 
7 
7 
7 
8 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
6 

13 
7 
8 
9 
9 
9 
7 
9 
7 
8 
7 



157 
157 
157 
157 
156 
156 
156 
156 
156 
156 
155 
155 
155 
155 
155 
155 
155 
155 
155 
155 
155 
154 
154 
154 
153 
153 
153 
153 
153 
153 
152 
152 
152 



6.92 
6.80 

5.88 
5.50 

3.20 
3.20 
3.20 
3.20 
3.16 
3.16 
3.16 
3.16 
3.16 
3.16 
3.12 
3.12 
3.12 
3.12 
3.12 
3.12 
3.12 
3.12 
3.12 
3.12 
3.12 
3.09 
3.09 
3.09 
3.05 
3.05 
3.05 
3.05 
3.05 
3.05 
3.01 
3.01 
3.01 



0 
0 

0 
0 

0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0 



1. FURM-969863-FIG2.PEP (1-295) 

A47574 tissue factor precursor - hunan 



ENTRY 
TITLE 
ORGANISM 
DATE 

ACCESSIONS 
REFERENCE 
tauthors 

tjournal 
Hitle 
^accession 
t#status 
t#nolecule. 
Ilresidues 



A47574 Stype conplete 

tissue factor precursor - hunan 

Sfornal nane Hono sapiens iconnon nane nan 

31-Dec-I993 Ssequence revision 31-Dec-1993 Itext change 

31-Dec-1993 
A47574 
A47574 

Fisher. K.L.; Gornan. CM.; Vehar, G.A.; O'Brien. D.P.; Laan. 
R.N 

Thronb. Res. (1987) 48:89-99 

Cloning and expression of hunan tissue factor cDNA. 

A47574 

preliminary 
type nRNA 

1-295 S#label FIS 



145 



148 



2.43 



CPU 
00:01:33.96 



Total Elapsed 
00:03:13.00 



Nunber of residues: 1520603 
Nunber of sequences optimized: 3760 



The scores belou are sorted by optinized score. 
Significance is calculated based on optinized score. 

A 100% identical sequence to the query sequence was found: 



Sequence Nane 
1. TF HUMAN 



Description 

TISSUE FACTOR PRECURSOR (TF) 



Init. Opt. 
Length Score Score 



Sig. Fraae 
61.80 0 



Sig. Frane 



The list of other best scores is: 



Sequence Nane Description 



295 295 295 



Init. Opt. 
Length Score Score 



46 standard deviations above nean **** 



o 
c . 


tc pnuTN 


TISSUE FACTOR PRECURSOR (TF) 


292 


148 


PS7 


AA IS 


ft 






««* 44 standard deviations above near* »*«» 








7 
0 • 


TC RARTT 


TISSUE FACTOR PRECURSOR (TF) 


292 i 




PSA 


AA 91 


A 
V 






«««« 30 standard deviations above Bean 


WITT* 








a 

t . 


i r _nuuoc 


TISSUE FACTOR PRECURSOR (TF) 


294 


R7 


P19 
cX7 


Tfl A9 


ft 






tut 4 standard deviations above nean 


XXX A 
VVTV 








s 
j ■ 


VuLi ntfVu 


FUSION GLYCOPROTEIN PRECURSOR 


553 


7 


1S7 
i j/ 


A 9A 


A 
V 


L 

0 ■ 


VuLr WUVU 


FUSION GLYCOPROTEIN PRECURSOR 


553 


7 


1S7 
1 J/ 


A 9A 

T. 7T 


A 

V 


7 
/ . 


RRA7~PQFAF 


BRANCHED CHAIN AMINO ACID TRA 


437 


L 
0 


1SA 

1 JO 


A ST 

*t . J J 


A 
u 


0 

o • 


VuLr PiuVn*f 


FUSION GLYCOPROTEIN PRECURSOR 


553 


7 


ISA 

1 JO 


A ST 

*t a J J 


A 

V 


□ 

7 • 


uni F*wnuA 

VuLr Pil/Vn 


FUSION GLYCOPROTEIN PRECURSOR 


553 


7 


1SA 

1JO 


A SI 


A 

V 


1 V a 


VuLr nU\ 1 


FUSION GLYCOPROTEIN PRECURSOR 


553 


7 


ISA 

1 JO 


A S3 


A 

V 


I 1 
1 1 i 


VuLr III/ V nO 


FUSION GLYCOPROTEIN PRECURSOR 


553 


7 


ISA 

1 JO 


A ST 
*? • JJ 


A 
V 


1 c • 


VuLA no VCD 


GLYCOPROTEIN X PRECURSOR. 


797 


0 
0 


ISA 

1 JO 


A ST 

*t a JO 


n 

V 


it 


nut I MI IjUU 


140 KD ADHESIN PRECURSOR (ATT 


1444 


7 


1SS 


A 1? 


A 
w 


t A 


nfTl "HUMAN 


OCTAHER-BINDING TRANSCRIPTION 


743 


7 


1SS 

1 JJ 


A 1? 


A 
u 


IS 


uni r""wnuR 

VuLr NL/VO 


FUSION GLYCOPROTEIN PRECURSOR 


553 


7 
/ 


1SS 

1 JJ 


A IP 

1 a iC 


A 
w 


1 A 

lUi 


v uur nu v i u 


FUSION GLYCOPROTEIN PRECURSOR 


553 


7 


1SS 

1 JJ 


A IP 


A 
V 


17. 


VGLF"NDVM 


FUSION GLYCOPROTEIN PRECURSOR 


553 


7 


155 


4.12 


o 


18. 


VGLF~NDVL 


FUSION GLYCOPROTEIN PRECURSOR 


553 


7 


155 


4.12 


0 






ftftte 3 standard deviations above nean 


«*§* 








19. 


VGLF NDVI 


FUSION GLYCOPROTEIN PRECURSOR 


553 


7 


154 


3.71 


0 


20. 


CYAA'BORPE 


CALHODULIN-SENSITIVE ADENYLAT 


1706 


7 


154 


3.71 


0 


21. 


ASG2"EC0LI 


L-ASPARAGINASE II PRECURSOR ( 


348 


6 


154 


3.71 


0 


22. 


I230~M0USE 


INDOLEAMINE 2, 3-D I OXYGENASE ( 


407 


6 


153 


3.30 


0 


23. 


P60 RUMAN 


MITOCHONDRIAL MATRIX PROTEIN 


573 


8 


153 


3.30 


0 


24. 


P60"RAT 


MITOCHONDRIAL MATRIX PROTEIN 


573 


9 


153 


3.30 


0 


25. 


P60"CRIGR 


MITOCHONDRIAL MATRIX PROTEIN 


573 


9 


153 


3.30 


0 


26. 


A4 DROME 


BETA-AMYLOID-LIKE PROTEIN PRE 


886 


7 


153 


3.30 


0 


27. 


P60 HOUSE 


MITOCHONDRIAL MATRIX PROTEIN 


573 


9 


153 


3.30 


0 


28. 


INVS.YERPS 


INVASIN. 


985 


7 


153 


3.30 


0 






***« 2 standard deviations above nean 


*«#» 








29. 


ATC1 YEAST 


CALCIUM-TRANSPORTING ATPASE 1 


950 


7 


152 


2.88 


0 


30. 


FTSZ'BACSU 


CELL DIVISION FTSZ PROTEIN. 


382 


7 


152 


2.88 


0 


31. 


SYFB'BACSU 


PHENYLALANYL-TRNA SYNTHETASE 


804 


7 


152 


2.88 


0 


32. 


HAPB'HOUSE 


HICROTUBULE-ASSOCIATED PROTEI 


2464 


7 


152 


2.88 


0 


33. 


PECl'HUMAN 


PLATELET ENDOTHELIAL CELL ADH 


738 


7 


152 


2.88 


0 


34. 


AROA'KLEPN 


3-PH0SPH0SHIKIHATE 1-CARBOXYV 


427 


6 


152 


2.88 


0 


35. 


VSI4"TRYBB 


VARIANT SURFACE GLYCOPROTEIN 


514 


8 


152 


2.88 


0 


36. 


CH60"BACSU 


60 KD CHAPERONIN (PROTEIN CPN 


544 


7 


151 


2.47 


0 


37. 


CH60"THEP3 


60 KD CHAPERONIN (HEAT SHOCK 


538 


7 


151 


2.47 


0 


38. 


HOTl'YEAST 


PROBABLE HELICASE M0T1. 


1867 


8 


151 


2.47 


0 


39. 


FLIF'BACSU 


FLAGELLAR M-RING PROTEIN (FLA 


536 


7 


151 


2.47 


0 


40. 


ICEN'PSESY 


ICE NUCLEATION PROTEIN. 


1200 


8 


151 


2.47 


0 



1. FURM-969863-FIG2.PEP (1-295) 

TF HUMAN TISSUE FACTOR PRECURSOR (TF) 



(COAGULATION FACTOR I 



ID 
AC 
DT 
DT 
DT 
DE 
GN 
OS 
OC 
OC 
RN 
RP 
RM 
«a 



STANDARD; 



PRTJ 295 AA. 



TF HUMAN 
P13726 J 

Ol-JAN-1990 (REL. 13, CREATED) 

01-JAN-1990 (REL. 13, LAST SEQUENCE UPDATE) 

01 -FEB- 1994 (REL. 28, LAST ANNOTATION UPDATE) 

TISSUE FACTOR PRECURSOR (TF) (COAGULATION FACTOR III). 

F3. 

homo sapiens (human) . 

eukaryota; hetazoa; chord at a; vertebrata; tetrapoda; mammalia; 

eutheria; primates. 

en 

SEQUENCE from N.A. 
89247359 

MAfKHAM M . HinORICQCV .1 U . mil! CP P . CnCTMftTnM T Q ! 



RL BIOCHEMISTRY 28:1755-1762(1989). 

RN [2] 

RP SEQUENCE FROM N.A. 

RH 87260946 

RA SPICER E.K., HORTON R. , BLOEH L.> BACH R.. WILLIAMS K.R., GUHA A.> 

RA KRAUS J, i LIN T.C., NEHERSON Y., KONIGSBERG W.H.; 

RL PROC. NATL. ACAD. SCI. U.S.A. 34:5148-5152(1987). 

RN [3] 

RP SEQUENCE FROM N.A. 

RN 87244317 

RA M0RR1SSEY J.H., FAKHRAI H., EDGINGTON T.S.! 

RL CELL 50:129-135(1987). 

RN [4] 

RP SEQUENCE FROM N.A. 

Rtl 88050796 

RA SCARPATI E.H., HEN D., BROZE G.J. JR.. NILETICH J.P., 

RA FLANDERMEYER R.R., SIEGEL N.R., SADLER J.E.! 

RL BIOCHEMISTRY 26:5234-5238(1987). 

RN [51 

RP DISULFIDE BONDS, AND PALMITOYLATION. 

RN 89000604 

RA BACH R.. KONIGSBERG W.H., NEHERSON Y.i 

RL BIOCHEMISTRY 27:4227-4231(1988). 

CC -!- FUNCTION: INITIATES BLOOD COAGULATION BY FORMING A COMPLEX WITH 

CC CIRCULATING FACTOR VII OR VIIA. THE [TF:VIIA] COMPLEX ACTIVATES 

CC FACTORS IX OR X BY SPECIFIC LIMITED PROTOLYSIS. TF PLAYS A ROLE IN 

CC NORMAL HEMOSTASIS BY INITIATING THE CELL-SURFACE ASSEMBLY AND 

CC PROPAGATION OF THE COAGULATION PROTEASE CASCADE. 

CC -!- SUBCELLULAR LOCATION: TYPE I MEMBRANE PROTEIN. 

CC -!- INDUCTION: TF EXPRESSION IS HIGHLY DEPENDENT UPON CELL TYPE. TF 

CC CAN ALSO BE INDUCED BY THE INFLAMMATORY MEDIATORS INTERLEUKIN 1 

CC AND TNF. AS WELL AS BY ENDOTOXIN. TO APPEAR ON MONOCYTES AND 

CC VASCULAR ENDOTHELIAL CELLS AS A COMPONENT OF CELLULAR IMMUNE 

CC RESPONSE. 

DR EMBLi J02931.' HSTFP . 

DR EHBL. Ml 6553? HSTFI. 

DR EMBLi JO 2846; HSTFPB. 

DR PIR; A28320; KFHU3. 

DR PIR; A43645; A43645. 

DR MIM; 134390; TENTH EDITION. 

DR PROSITE! PS00621; TISSUE FACTOR. 

KU GLYCOPROTEIN; BLOOD COAGULATION; TRANSMEMBRANE; SIGNAL; LIPOPROTEIN. 



FT 


SIGNAL 


1 


32 




FT 


CHAIN 


33 


295 


TISSUE FACTOR. 


FT 


DOMAIN 


33 


251 


EXTRACELLULAR (POTENTIAL) . 


FT 


TRANSMEM 


252 


274 


POTENTIAL. 


FT 


DOMAIN 


275 


295 


CYTOPLASMIC (POTENTIAL) . 


FT 


SITE 


46 


48 


HKS MOTIF. 


FT 


SITE 


77 


79 


HKS MOTIF. 


FT 


SITE 


190 


192 


HKS MOTIF. 


FT 


CARBOHYD 


156 


156 


POTENTIAL. 


FT 


CARBOHYD 


169 


169 


POTENTIAL. 


FT 


DISULFID 


81 


89 




FT 


DISULFID 


218 


241 




FT 


LIPID 


277 


277 


PALM I TATE. 


FT 


CONFLICT 


260 


260 


V -> A (IN REF. 4). 


SQ 


SEQUENCE 


295 AA; 


33067 MHi 494480 CN? 


Initial Score 


= 295 Optimized Score - 295 Significance 



Residue Identity - 100% Hatches = 295 Hi snatches = 0 

Gaps = 0 Conservative Substitutions = 0 

X 10 20 30 40 50 60 70 

HETPAMPRVPRPETAVARTLLLGHVFAQVAGASGTTNTVAAYNLTHKSTNFKTILEWEPKPVNQVYTV8IST 

X 10 20 30 40 50 60 70 

80 90 100 110 120 130 140 

KSGDHKSKCFYTTDTECDLTDEIVKDVKQTYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLGQPT 

80 90 100 110 120 130 140 

150 160 170 180 190 200 210 

I QSFEQVGTK VNVT VEDERTL VRRNNTFLSLRD VFGKDL I YTLYYWKSSSSGKKTAKTNTNEFL I DVDKGEN 

150 160 170 180 190 200 210 

220 230 240 250 260 270 280 

YCFSVQAVIPSRTVNRKSTDSPVECMGQEKGEFREIFYIIGAVVFVVIILVIILAISLHKCRKAGVGQSUKE 

220 230 240 250 260 270 280 

290 X 



290 X 

2. FURM-969863-FIG2.PEP (1-295) 

TF.BOVIN TISSUE FACTOR PRECURSOR (TF) (COAGULATION FACTOR 1 

ID TF BOVIN STANDARD; PRTJ 292 AA. 

AC P30931J 

DT 01-JUL-1993 (REL. 26, CREATED) 

DT 01-JUL-1993 (REL. 26, LAST SEQUENCE UPDATE) 

DT 01-FEB-1994 (REL. 28, LAST ANNOTATION UPDATE) 

DE TISSUE FACTOR PRECURSOR (TF) (COAGULATION FACTOR III). 

OS BOS TAURUS (BOVINE). 

oc eukaryota; hetazoa; chord at a; vertebrata; tetrapoda; mammalia; 

OC EUTHERIA; artiodactyla. 

RN [11 

RP SEQUENCE FROM N.A., AND PARTIAL SEQUENCE. 

RC TISSUE-ADRENAL GLAND; 

RM 92109720 

RA TAKAYENOKI Y. , HUTA T., HIYATA T., I WAN AG A S.; 

RL BIOCHEH. BIOPHYS. RES. CON HUN. 181:1145-1150(1991). 

CC -!- FUNCTION: INITIATES BLOOD COAGULATION BY FORKING A COMPLEX WITH 

CC CIRCULATING FACTOR VII OR VIIA. THE ETF:VIIA] COMPLEX ACTIVATES 

CC FACTORS IX OR X BY SPECIFIC LIMITED PROTOLYSIS. TF PLAYS A ROLE IN 

CC NORMAL HEMOSTASIS BY INITIATING THE CELL-SURFACE ASSEMBLY AND 

CC PROPAGATION OF THE COAGULATION PROTEASE CASCADE. 

CC -!- SUBCELLULAR LOCATION: TYPE I MEMBRANE PROTEIN. 

DR EMBL; S74147; S74147. 

DR PIR; JQ1319; KFB03. 

KM GLYCOPROTEIN; BLOOD COAGULATION; TRANSMEMBRANE; SIGNAL; LIPOPROTEIN. 



SIGNAL 


1 


35 




CHAIN 


36 


292 


TISSUE FACTOR. 


DOMAIN 


36 


248 


EXTRACELLULAR (POTENTIAL). 


TRANSREM 


249 


271 


POTENTIAL. 


DOMAIN 


272 


292 


CYTOPLASMIC (POTENTIAL). 


SITE 


46 


4B 


HKS MOTIF. 


CARBOHYD 


43 


43 


POTENTIAL. 


CARBOHYD 


153 


153 


POTENTIAL. 


CARBOHYD 


181 


181 


POTENTIAL. 


DISULFID 


81 


89 


BY SIMILARITY. 


DISULFID 


215 


238 


BY SIMILARITY. 


LIPID 


274 


274 


PALMITATE (BY SIMILARITY). 


SEQUENCE 


292 AA; 


32475 


MU; 478152 cn; 



SQ 

Initial Score = 148 Optimized Score = 257 Significance = 46.15 

Residue Identity = 69X Hatches = 204 Mismatches = 71 

Gaps = 3 Conservative Substitutions - 17 

X 10 20 30 40 50 60 70 

ilETPAMPRVPRPETAVARTLLLGyVFASVAGASGTTNTVAAYNLTHKSTNFKTILEWEPKPVNOVYTVQIST 

LliNGWiicWiliAUFiLVLllG 

X 10 20 30 40 50 60 70 

80 90 100 110 120 130 140 

KSGDHKSKCFYTTDTECDLTDEIVKDVK9TYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLG8PT 

80 90 100 110 120 130 140 

150 160 170 180 190 200 210 

I 9SFEQVGTKVNVT VEDERTL VRRNNTFLSLRD VFGKDL I YTLYYHKSSSSGKKTAKTNTNEFL I DVDKGEN 

150 160 170 180 190 200 210 

220 230 240 250 260 270 280 

YCFSVQAVIPSRTVNRKSTDSPVECMG8EKGEFREIFYI IGAVVFVVI ILV I ILAISLHKCRKAGVGQSUKE 

ycfhvIM I LS 1 MiUi pe Sp 1 i kctsheJvlstelff 1 1 ^TVMLvi 1 If i vvilsv^hIec^vraerIgke 

220 230 240 250 260 270 280 

290 X 
NSPLNVS 

I III ' 
NTPLNAA 
290 X 

3. FURM-969863-FIG2.PEP (1-295) 

TF.RABIT TISSUE FACTOR PRECURSOR (TF) (COAGULATION FACTOR I 

ID TF RABIT STANDARD; PRT; 292 AA. 

AC P24~055J 

DT 01-MAR-1992 (REL. 21. CREATED) 

TIT Ot-MAB-KW? (PCI ?1 . I ART qCflllFMrP IIPTUTF1 



DT 01-FEB-1994 (REL. 23, LAST ANNOTATION UPDATE) 

DE TISSUE FACTOR PRECURSOR (TF) (COAGULATION FACTOR III). 

OS ORYCTOLAGUS CUNICULUS (RABBIT) . 

oc eukaryota; metazoa; chord ata; vertebrata; tetrapoda; mammalia; 

oc eutheria; lagomorpha. 

RN [1] 

RP sequence from n.a. 
rc tissue=heart; 

RH 91200676 

RA ANDREWS B.S., REHEMTULLA A., FOULER B.J.. EDGINGTON T.S., HACKMAN N.i 
RL GENE 98:265-269(1991). 
RN [21 

RP SEQUENCE FROM N.A. 
RN 92081032 

RA PAUASHE A.. EZEKOUITZ N., LIN T.C.. HORTON R.» BACH R.i KONIGSBERG H.J 
RL THROMB. HAEMOST. 66:315-320(1991). 

CC -!- FUNCTION: INITIATES BLOOD COAGULATION BY FORMING A COMPLEX WITH 

CC CIRCULATING FACTOR VII OR VIIA. THE ITFiVIIAJ COMPLEX ACTIVATES 

CC FACTORS IX OR X BY SPECIFIC LIMITED PROTOLYSIS. TF PLAYS A ROLE IN 

CC NORMAL HEMOSTASIS BY INITIATING THE CELL-SURFACE ASSEMBLY AND 

CC PROPAGATION OF THE COAGULATION PROTEASE CASCADE. 

CC -!- TISSUE SPECIFICITY: BRAIN, HEART. 

CC -!- SUBCELLULAR LOCATION: TYPE I MEMBRANE PROTEIN. 

DR EMBLi M55390; OCRTF. 

DR PIRi JU0441! KFRB3. 

DR PROSITEJ PS006215 TISSUE FACTOR. 

KW GLYCOPROTEIN; BLOOD COAGULATION; TRANSMEMBRANE; SIGNAL; LIPOPROTEIN. 
SIGNAL 1 32 

CHAIN 33 292 TISSUE FACTOR. 

DOMAIN 33 250 EXTRACELLULAR (POTENTIAL). 

TRANSMEM 250 271 POTENTIAL. 
DOMAIN 272 292 CYTOPLASMIC (POTENTIAL). 

SITE 44 46 WKS MOTIF. 

SITE 75 77 WKS MOTIF. 

CARBOHYD 41 41 POTENTIAL. 
CARBOHYD 114 114 POTENTIAL. 
CARBOHYD 154 154 POTENTIAL. 
CARBOHYD 167 167 POTENTIAL. 
CARBOHYD 182 182 POTENTIAL. 
DISULFID 79 87 BY SIMILARITY. 

DISULFID 216 239 BY SIMILARITY. 

LIPID 274 274 PALMITATE (BY SIMILARITY). 

S8 SEQUENCE 292 AA; 32738 MM; 459706 CN; 

Initial Score = 209 Optinized Score = 254 Significance = 44.91 
Residue Identity = 69X Matches = 206 Mi snatches = 67 

Gaps = 3 Conservative Substitutions = 19 

X 10 20 30 40 50 60 70 

METPAHPRVPRPETAVARTLLLGHVFAQVAGASGTTNTVAAYNLTHKSTNFKTILEHEPKPVNQVYTVfllST 

X 10 20 30 40 50 60 70 

80 90 100 110 120 130 140 

KSGDMKSKCFYTTDTECDLTDEIVKDVKQTYLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLG8PT 

80 90 100 110 120 130 140 

150 160 170 180 190 200 210 

IQSFEQVGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDLIYTLYYHKSSSSGKKTAKTNTNEFLIDVDKGEN 

150 160 170 180 190 200 210 

220 230 240 250 260 270 280 

YCFSVQAV I PSRT VNRKSTDSPVECMGQEKGEFRE I FY 1 1 GAVVFVVI ILVIILAI SLHKCRK AGVG9SWKE 

M FSVQ I il PSRKRKGRSPESLTeJ TSREoi RAR 1 EMFF 1 1 i i M-MaLl' i I vi SVTVYli A ii RAG 1 pIgIe 
220 230 240 250 260 270 280 

290 X 
NSPLNVS 

SSPLNIA 
290 X 

4. FURM-969863-FIG2.PEP (1-295) 

TF_MOUSE TISSUE FACTOR PRECURSOR (TF) (COAGULATION FACTOR I 

ID TF MOUSE STANDARD; PRT? 294 AA. 

AC P20352J 

DT 01-FEB-1991 (REL. 17, CREATED) 
DT 01-AUG-1991 (REL. 19, LAST SEQUENCE UPDATE) 
DT 01-FEB-1994 (REL. 28, LAST ANNOTATION UPDATE) 
etrrna PRmmcnp (tp 



GN CF-3. 

OS MUS MUSCULUS (MOUSE). 

oc eukaryota; metazoa; chordata; vertebrata; tetrapoda; mammalia; 

DC EUTHERIAi RODENT I A. 

RN [1] 

rp sequence froh n.a. 

RN 91093171 

RA RANGANATHAN G. » BLATTI S.P., SUBRANANIAM M., FASS D.N., MAIHLE N.J.. 

RA GETZ H.J. J 

RL J. BIOL. CHEH. 266:496-501(1991). 

RN C21 

RP SEQUENCE FROM N.A. 

RC STRAIN=BALB/Ci 

RM 89343974 

RA HARTZELL S., RYDER K.> LANAHAN A., LAU L.F.. NATHANS 0.! 

RL HDL. CELL. BIOL. 9-' 2567-2573 ( 1989) . 

CC -!- FUNCTION: INITIATES BLOOD COAGULATION BY FORMING A COMPLEX WITH 

CC CIRCULATING FACTOR VII OR VIIA. THE ETF:VIIA1 COMPLEX ACTIVATES 

CC FACTORS IX OR X BY SPECIFIC LIMITED PROTOLYSIS. TF PLAYS A ROLE IN 

CC NORMAL HEMOSTASIS BY INITIATING THE CELL-SURFACE ASSEMBLY AND 

CC PROPAGATION OF THE COAGULATION PROTEASE CASCADE. 

CC -!- SUBCELLULAR LOCATION: TYPE I MEMBRANE PROTEIN. 

DR EMBL; H57896f MHTFA. 

DR EMBL; H26071! MMTF. 

DR PIR; A32318; KFMS3. 

DR PROSITE; PS00621; TISSUE FACTOR. 

KU GLYCOPROTEIN; BLOOD COAGULATION; TRANSMEMBRANE; SIGNAL; LIPOPROTEIN. 



S9 



In 
Re 
Ga 



SIGNAL 


1 


28 




CHAIN 


29 


294 


TISSUE FACTOR. 


DOMAIN 


29 


251 


EXTRACELLULAR (POTENTIAL) . 


TRANSMEM 


252 


274 


POTENTIAL. 


DOMAIN 


275 


294 


CYTOPLASMIC (POTENTIAL). 


SITE 


245 


247 


WKS MOTIF. 


CARBOHYD 


37 


37 


POTENTIAL. 


CARBOHYD 


57 


57 


POTENTIAL. 


CARBOHYD 


169 


169 


POTENTIAL. 


CARBOHYD 


200 


200 


POTENTIAL. 


DISULFID 


75 


83 


BY SIMILARITY. 


DISULFID 


218 


241 


BY SIMILARITY. 


LIPID 


275 


275 


PALMITATE (BY SIMILARITY). 


CONFLICT 


26 


26 


I -> T (IN REF. 2). 


SEQUENCE 


294 AA> 


32935 MUi 468130 CNi 



tial Score = 87 Optimized Score = 219 Significance = 30.49 
idue Identity = 52% Matches = 158 Hi snatches = 114 

s =13 Conservative Substitutions = 16 

X 10 20 30 40 50 60 70 

METPAHPRVPRPETAVARTLLLGHVFAQVAGASGTTNTVAAYNLTHKSTNFKTILEMEPKPVNQVYTVfllST 

HA I LVRPRLL — A AL Ap}-Fi[(S CLLlW I AGAG* I PEK-- AFlli \l I STDFlU 1 i ^QpipTNYT JIWI SD 
X 10 20 30 40 50 60 

80 90 100 110 120 130 
KSGDHKSKCF YTTDTECDLTDE I VKDVKQTYLAR VFSYP-AGNVESTGS AGEPLYENSPEFTPYLET 

rsrniHn Ai^stti4liiiLtAi i Mi vtwayeakvls^prrnsvhgdg 1 dqlv i hgeeppftnapkflpyrdt 

70 80 90 100 110 120 130 

140 150 160 170 180 190 200 210 

NLGQPT I QSFEQVGTKVNVTVEDERTLVRRNNTFLSLRDVFGKDL I YTLYYWKSSSSGKKTAKTNTNEFL I D 

140 150 160 170 180 190 200 210 

220 230 240 250 260 270 280 

VDKGENYCFSVSAVIPSRTVNRKSTDSPVECMG8EKGEFREIFYIIGAVVFVVIILVIILAISLHKCRKAGV 

VEE^VSYi^FV^llt 1 FEiFiKTNQN^PG^STviTEiwKSFLG^TLI 1 viA^iLLAliFI lLl!.slil!.CKRFt^NRA 
220 230 240 250 260 270 280 

290 X 
GQSHKENSPLNVS 



ioKGli-NTP 



SRLA 
290 X 

5. FURM-969863-FIG2.PEP (1-295) 

VGLF.NDVQ FUSION GLYCOPROTEIN PRECURSOR (CONTAINS: FUSION GL 

ID VGLF NDVQ STANDARD; PRT; 553 AA. 

AC P336T5; 

DT 01-FEB-1994 (REL. 28, CREATED) 

DT 01-FEB-1994 (REL. 28, LAST SEQUENCE UPDATE) 

DT 01-FEB-1994 (REL. 28, LAST ANNOTATION UPDATE) 

DE FUSION GLYCOPROTEIN PRECURSOR (CONTAINS: FUSION GLYCOPROTEINS Fl AND 



X 

H Key Location/Qualifiers 
H 

sig.peptide 64.. 144 
source 1..1683 

/strain="Sprague-Dawley B 
/organisB- 'Rattus norvegicus" 
/cell type=°aortic soooth nuscle" 
CDS 64.. 951 

/note='NCBI gi: 464011° 
/product^tissue factor protein" 
/codon_start=l 

SQ Sequence 16S3 BP; 473 A; 379 C; 379 G; 452 T? 0 other; 

Initial Score - 321 Opt i « i zed Score = 555 Significance = 21.64 
Residue Identity = 60% Hatches = 600 Hi snatches - 321 

Gaps = 69 Conservative Substitutions = 0 

10 20 30 40 50 60 70 

CTCGCACTCCCTCTGGCCGGCCCAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGCGCCACGGAACCC 

ilCGlGTiicGTlGCclcC — GCcicTCTi WHIgCC 

t 10 20 30 

80 90 100 110 120 130 140 

GCTCGATCTCGCCGCCAACTGGTAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGCC-CCGAGACCGC 

ccGiilccliGCCAGllGCccTlGGiclliicTJlTcci— caIg — 11 — McgcgMtcWIg-cggc 

40 50 60 70 80 90 

150 160 170 180 190 200 210 

cgtcgctcggacgctcctgctcggctgggtcttcgcc—caggtggccggcgcttcaggca — CTACAAAT 
icIiiiGiccAi-ii — iiiliiiil — TcilliTiiTTiAiiliiiiiTTiGiGiiiiiJlcTciiciAGGG 

100 110 120 130 140 150 160 

220 230 240 250 260 270 280 

actgtggcagcatataatttaacttggaaatcaactaatttcaagacaattttggagtgggaacccaaaccc 

lAAG-CGTTTAillliJicitGGAlATclJiclGiTTlcJiAGAcilTCTTGGAGlGGCAACciJlLcCcJiciAA 
170 180 190 200 210 220 230 

290 300 310 320 330 340 350 

GTCAATCAAGTCTACACTGTTCAAATA-AGCACTA-AGTCAGGAGATTGGAAAAGCAAATGCTTTTACACAA 

clATicCTlcAclGTTCAiAtAiGCGiTilGATciiGiAACTGGJl-lAtACAllTGci cIgGaUcAc! 

240 250 260 270 280 290 300 

360 370 380 390 400 

CAGACACAGAGTG — TGACCTCACCGA — CGA-GATTGTGAA--GGA--TGTGAAGCA — GACGTA-CT 

GlclcTGAGTGlGACclclcCGACGAGiTTGTGlAGGAliW^ 

310 320 330 340 350 360 370 

410 420 430 440 450 460 470 

-TGGCACGGGTCTTCTCCTACCCGGCAGGGAATGTGGAGA-GCACCGGTTCTGCTGGGGAG — CCTCTGTA 

GlccillGGAGGAAit-CAic — T^ItMIIa^GAaIcIcT^TTT^AA^IcaIM^I^GAA^GCCaI- 
380 390 400 410 420 430 440 

480 490 500 510 520 530 540 

TGAGAACTCCCCAG-AGTTCACACCTTACCTGGAGACAAACCTCGGACAGCCAACAATTCAGAGTTTTGAAC 

450 460 470 480 490 500 510 

550 560 570 580 590 600 610 

AGGTGGGAACAAAAGTGAATGTGACCGTAGAAGATGAACGGACTTTAGTCAGAAGGAACAACACTTTCCTAA 

520 530 540 550 560 570 580 

620 630 640 650 660 670 680 690 

GCCTCCGGGATGTTTTTGGCAAGGACTTAATTTATACACTTTATTATTGGAAATCTTCAAGTTCAGGAAAGA 

CTaGiiicLAIIIIUiaiTililkcaWIJllT^^CC+UciiUicAC+imCAiAiiJi^a 
590 600 610 620 630 640 650 

700 710 720 730 740 750 760 

AAACAGCCAAAACAAACACTAATGAGTTTTTGATTGATGTGGATAAAGGAGAAAACTACTGTTTCAGTGTTC 

660 670 680 690 700 710 720 730 

770 780 790 800 810 820 830 

AAGCAGTGATTCCCTCCCGAACAGTTAACCGGAAGAGTACAGACAGCCCGGTAGAGTGTA-TGGGCCAGGAG 

I M 1 1 1 I 1 I I I'll I I ' (Ml 1 ' I 1 ' ' M " 1 M MM • • > 



GTCCcItGGAGGAACT-CaIc — TciTiiliAGGAAiclcTiTTTiiAAclcAlGGGiiGGAAiiGicAl- 
380 390 400 410 420 430 440 

480 490 500 510 520 530 540 

TGAGAACTCCCCAG-AGTTCACACCTTACCTGGAGACAAACCTCGGACAGCCAACAATTCAGAGTTTTGAAC 

UciLkuu«iiiKTTiUiiiu»yriuiUtM^TMia«cMaii 

450 460 470 480 490 500 510 

550 560 570 580 590 600 610 

AGGTGGGAACAAAAGTGAATGTGACCGTAGAAGATGAACGGACTTTAGTCAGAAGGAACAACACTTTCCTAA 

520 530 540 550 560 570 580 

620 630 640 650 660 670 680 690 

GCCTCCGGGATGTTTTTGGCAAGGACTTAATTTATACACTTTATTATTGGAAATCTTCAAGTTCAGGAAAGA 

CTilGUU.illHiWlrilUkcfU(lTTUl.caiiyUiiaiUcMM 

590 600 610 620 630 640 650 

700 710 720 730 740 750 760 

AAACAGCCAAAACAAACACTAATGAGTTTTTGATTGATGTGGATAAAGGAGAAAACTACTGTTTCAGTGTTC 

lllU M «CTl«clTiyiliLHcftill»UI«mMM C iMcll{lTcU 
660 670 680 690 700 710 720 730 

770 780 790 800 810 820 830 

AAGCAGTGATTCCCTCCCGAACAGTTAACCGGAAGAGTACAGACAGCCCGGTAGAGTGTA-TGGGCCAGGAG 

AAG^CGtcAilTT^I^AiiGAAAAclAAUAcAAGAGCC^AGiAAGiATCACCAAGiGcAclGAG^AATG-G 
740 750 760 770 780 790 800 

840 850 860 870 8B0 890 900 

AAAGGGGAATTCAGAGAAATATTCTACATCATTGGAGCTGTGGTATTTGTGGTCATCATCCTTGTCATCATC 

AAGAGTGTCclGGGAGAAAcAclcATMlTGlGGGAGCAGlGGlGllcclGGlcAcTGlcTilAlAAIcclG 
810 820 830 840 850 860 870 

910 920 930 940 950 960 970 

ctggctatatctctacacaagtgtagaaaggcaggagtggggcagagctggaaggagaactccccactgaat 
Mga^cAIAIM^IgtgcaAgcgcIgAAAgaacagAgcaggaAAgaaaaggA — AgAAcaccccgtcgcgc 

880 890 900 910 920 930 940 

980 X 

gtttcataa 

tIgg^IIIgacgaggaggctgacgctgctgactgtcacactgcccacacggcactgtta 

950 960 970 980 990 1000 

11. FURM-969863-FIG2.SE9 (1-987) 

RN07619 Rattus norvegicus Sprague-Dauley tissue factor pro 

ID RN07619 standard; RNA> ROD; 1683 BP. 
XX 

AC U07619J 
XX 

DT 25-NAR-1994 (Ret. 39, Created) 

DT 25-HAR-1994 (Ret. 39, Last updated. Version 1) 

XX 

DE Rattus norvegicus Sprague-Dauley tissue factor protein bRNA, 

DE conplete cds. 

XX 

KU . 

XX 

OS Rattus norvegicus (rat) 

OC Eukaryota; Aninalia! Hetazoa; Chordata; Vertebrata; Manual i a; 

OC Theria; Eutheria; Rodentia; Huonorphai Muridae, Hurinae. 
XX 

RN m 

RP 1-1683 

RA Rosenfietd C. Guha A., Nenerson Y., Taubnan M.B.J 

RT "Rat tissue factor: its protein sequence and clotting properties 

RT are divergent fron that of the nouse"! 

RL Unpublished. 

XX 

RN [2] 

RP 1-1683 

RA Rosenfietd C. • 

RT ; 

RL Submitted (09-HAR-1994) to the EMBL/GenBank/DDBJ databases. 

RL Claire-Lise Rosenfieldi Medicine, Mount Sinai School of Medicine, 

RL One Gustave L. Levy Place, Neu York, NY 10029, USA 

XX 



10. FURH-969863-FIG2.SEG (1-987) 

RRU07619 Raiius norvegicus Sprague-Dauley tissue factor pro 

LOCUS RRU07619 1683 bp nRNA ROD 25-HAR-1994 

DEFINITION Rattus norvegicus Sprague-Dauley tissue factor protein bRNA. 

conplete cds. 
ACCESSION U07619 
KEYWORDS 
SOURCE rat 
ORGANISM Rattus norvegicus 

Eucaryotae. Retazoa. Chordata. Vertebrata; Gnathostonata? Hannalia; 

EutheriaJ Rodentia. Myonorpha; Huridae! Rattus. 
REFERENCE 1 (bases 1 to 1683) 
AUTHORS Rosenf ield.C. . Guha>A.> Nenerson.Y. and Taubflan>N.B. 



TITLE Rat tissue factor: its protein sequence and clotting properties are 

" " of th 

piT" 

STANDARD full autonatic 



divergent fron that of the nouse 
JOURNAL Unpublished 



REFERENCE 2 (bases 1 to 1683) 
AUTHORS Rosenfield.C. 
TITLE Direct Submission 

JOURNAL Submitted (09-HAR-1994) Claire-Lise Rosenf ield. Hedicine. Hount 
Sinai School of Medicine. One Gustave L. Levy Place. Neu York. NY 
10029, USA 
STANDARD full autonatic 
COMMENT NCBI gi: 464010 
FEATURES Location/Sualif iers 

sig_peptide 64.. 144 
source 1..1683 



/strain="Sprague-Dauley" 
/organisni= Rattus norvegicus" 
/cell type="aortic snooth nuscle" 



CDS 64.. 951" 

/note="NCBI gi: 464011° 
/product=°tissue factor protein" 
/codon start=l 

/transTation= B NAIPHRPRLLAALAPTFLGFLLLQVAVGAGTPPGKAFNLTHIST 
DFKTILEH9PKPTNYTYTVSISDRSRNHKYKCTGTTDTECDLTDEIVKDVNUTYEARV 
LSVPHRNSTHGKETLFGTHGEEPPFTNARKFLPYRDTKIG8PVI8KYE8GGTKLKVTV 
KDSFTLVRKNGTFLTLR9VFGNDLGYILTYRKDSSTGRKTNTTHTNEFLIDVEKGVSY 
CFFA8AVIFSRKTNHKSPESITKCTE8HKSVLGETLIIVGAVVFLVTVFIILLTISLC 
KRRKNRAG9KRKNTPSRLA" 

BASE COUNT 473 a 379 c 379 g 452 t 

ORIGIN 

Initial Score = 321 Opt i it i zed Score = 555 Significance = 21.64 
Residue Identity = 60% Hatches = 600 Hi snatches = 321 

Gaps = 69 Conservative Substitutions = 0 

10 20 30 40 50 60 70 

CTCGCACTCCCTCTGGCCGGCCCAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGCGCCACGGAACCC 

CTklGTAicGTiciilii — icGicScTG 1 MiLci 

X 10 20 30 

80 90 100 110 120 130 140 

GCTCGATCTCGCCGCCAACTGGTAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGCC-CCGAGACCGC 

ciGCGAciWiciAGCAGCccTlGiliclliicTlTiic-iAU — ii— iciiiiiWiTW-CGGC 

40 50 60 70 80 90 

150 160 170 180 190 200 210 

CGTCGCTCGGACGCTCCTGCTCGGCTGGGTCTTCGCC — CAGGTGGCCGGCGCTTCAGGCA — CTACAAAT 

yimt4i4Tii^i--Tc»«,oMmTumrcM CCG 

100 110 120 130 140 150 160 

220 230 240 250 260 270 280 

ACTGTGGCAGCATATAATTTAACTTGGAAATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCCAAACCC 

lAAG-CGTTTAitTliAcHGGAlATcJllclGlTTlciAGAiiiATCTTGGAGWGCAACciAAAicclcCAA 
170 180 190 200 210 220 230 

290 300 310 320 330 340 350 

GTCAATCAAGTCTACACTGTTCAAATA-AGCACTA-AGTCAGGAGATTGGAAAAGCAAATGCTTTTACACAA 

clATicCTACAMGTTiAGAlAAGCGlTjiiATctlGLAiTiGi-AAlAcUlTiii CTGGaIc'cACA 

240 250 260 270 280 290 300 

360 370 380 390 400 

CAGACACAGAGTG — TGACCTCACCGA — CGA-GATTGTGAA— GGA— TGTGAAGCA — GACGTA-CT 

Glci([TGiiT(!((SACc}cii{GACGAiiTTGTilAiGA}i}illcTiilcclAlilJiiciAGGGTCcUTc) 
310 320 330 340 350 360 370 

410 420 430 440 450 460 470 

-TrarArcrcTrTTrTrrTArrrcrrAriRCAATr.TCCACA-nrArrftRTTrTftrTCCfiCAfi — rrTrrr.TA 



50 60 70 80 90 100 

TCC-CCAGC- — CCCACG-GGCGCCACGGAACCCGCTCGATCTCGCCGCCAACTGGTAGACATGGAGACCC 

IWTGTAiiGTAGiiAAAiciciiAiGiTiAAGiiciGAiAciliiiiTiiiGiccT-l'GiAiAliiciJlTii 

80 90 100 110 120 130 140 

110 120 130 140 150 160 170 180 

CTGCCTGGCCCCGGGTCCCGCGCC-CCGAGACCGCCGTCGCTCGGACGCTCCTGCTCGGCTGGGTCTTCGCC 

.. I i c ii...4l4MMTlUcOMclM---,lTMilUWW 

150 160 170 180 190 200 

190 200 210 220 230 240 250 

CAGGTGGCCGGCGCTTCAGGCACTACAAATACTGTGGCAGCATATAATTTAACTTGGAAATCAACTAATTTC 

^AGGiGAcAGCGGGlGAAGG^ATicAAGAGAAAG-CGTTTAA4T'FAAc4'l'GGA'f ATcAAc4gAtT*I'cAaGAC 
210 220 230 240 250 260 270 

260 270 280 290 300 310 320 

AAGACAATTTTGGAGTGGGAACCCAAACCCGTCAATCAAGTCTACACTGTTCAAATAA — GCACTA-AGTCA 

AATTTTGGAGiGGCAACCCAAAAcCAC^AAciATAcATAcAciGTAcAGAl-AAG'I'GATCGATciAGAAACT 
280 290 300 310 320 330 340 

330 340 350 360 370 380 

GGAGATTGGAAAAGCAAATGCTTTTACACAACAGACACAGAGTGTGACCTCA-CCGA — CG — AGATTGT 

Ai A A A — AAcAAG-TGcfTclcGACcAc-AcAcACCGAGTGCGACCTCAcAGACGAGATCGTGAAGGAiGi 
350 360 370 380 390 400 410 

390 400 410 420 430 440 

GA — AGG — ATGTGAAGCAGACGTACT — TG--GCACGGGTCTTCTCCTACCCGGCAGGGAATGTGGAGAG 

iicCTGGGCclAliliGclAlGGicclcTclGTCCCAiGGAGGAAil ^AGTTCATGG-AgACGGAGAC 

420 430 440 450 460 470 

450 460 470 480 490 500 510 

CACC GGTTC-TGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAGTTCACACCTTACCTGGAGACAAAC 

i A AiTTGTGA^4iA4GGG(!; AiiAiA ^G^C a4t^ACAA Aicii<!;iAAAG44TTT Ac^44AicGAGAcAiA AAA 
480 490 500 510 520 530 540 550 

520 530 540 550 560 570 580 

ctcggacagccaacaattcagagttttgaacaggtgggaacaaaagtgaatgtgaccgtagaagatgaacgg 
c4tggAcAgccAgtAA44cAgcag444gAAcAagatggtAgAAAAc4gAAcg4ggttg4AaAAAActcActt 

560 570 580 590 600 610 620 

590 600 610 620 630 640 650 660 

ACTTTAGTCAGAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTTGGCAAGGACTTAATTTATACACTT 

630 640 650 660 670 680 690 

670 680 690 700 710 720 730 

TATTATTGGAAATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAACACTAATGAGTTTTTGATTGATGTG 

700 710 720 730 740 750 760 

740 750 760 770 780 790 800 

GATAAAGGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCCCGAACAGTTAACCGGAAGAGTACA 

AAagAAAAAAtAAgA4AA4gc44ttt4A4aAAAAAta4AA44ttA4AAaAgAaAac4AAAAaaAAtAAccAA 

770 780 790 800 810 820 830 

810 820 830 840 850 860 870 

GACAGCCCGGTAGAGTGTATGGGCCAGGAGAAAGGG~GAATT~CAG~AGAAATATTCTACATCATTGGA 

AgaAA — AaA4AcAg4A~4AcaAA— AAAcAAtgAaaAAg44tcAtAggAgAAAcAc4AatAA4tg4gAAA 

840 850 860 870 880 890 900 

880 890 900 910 920 930 940 

GCTGTGGTATTTGTGGTCATCATCCTTGTCATCATCCTGGCTATATCTCTACACAAGTGTAGAAAGGCAGGA 

910 920 930 940 950 960 970 

950 960 970 980 X 

gtggggcagagctggaaggagaactccccactgaatgtttcataa 

gcgUaUgIaaggga 1 — AgAA^aM^Agtcgcgct4gg^A4Agaggaaaggctgaagcgctaacgctcac 

980 990 1000 1010 1020 1030 1040 

ACTGCCTGCACGGCACTGTTGCG 
1050 1060 



570 580 590 600 610 620 630 

GAATGTGACCGTAGAAGATGAACGGACTTTAGTCAGAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTT 

iilcitiGTTiH*Ui/lcTciilliiAtHiliiiiis{lLcGlliA(l(Hcilc!ilGiiicLilclt 
500 510 520 530 540 550 560 570 

640 650 660 670 680 690 700 

TGGCAAGGACTTAATTTATACACTTTATTATTGGAAATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAA 

580 590 600 610 620 630 640 

710 720 730 740 750 760 770 

CACTAATGAGTTTTTGATTGATGTGGATAAAGGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTC 

650 660 670 680 690 700 710 

780 790 800 810 820 830 840 

CCGAACAGTTAACCGGAAGAGTACAGACAGCCCGGTAGAGTGTATGGGCCAGGAGAAAGGG--GAATT— CA 

iAAGAAJsAc4AAiiAAllTiicciAiGAAA--iAillcAili — licAii — ilicAATiiAAiAcilTciT 

720 730 740 750 760 770 780 

850 860 870 880 890 900 910 

G— AGAAATATTCTACATCATTGGAGCTGTGGTATTTGTGGTCATCATCCTTGTCATCATCCTGGCTATATC 

790 800 810 820 830 840 850 

920 930 940 950 960 970 980 X 

TCTACACAAGTGTAGAAAGGCAGGAGTGGGGCAGAGCTGGAAGGAGAACTCCCCACTGAATGTTTCATAA 

4i4GTGiAAicicAiAAAiAACciAAciiiAiAiAAAGiiA — AAAAAaAAAAgtcgcgctIggAAIAgag 

860 870 880 890 900 910 920 

GAAAGGCTGAAGCGCTAACGCTCACACTGCCTGCACGGCACTGTTGCG 
930 940 950 960 



9. FURH-969863-FIG2.SEQ (1-987) 

HUSTF House tissue factor (ntf) nRNA, complete cds. 



LOCUS 

DEFINITION 
ACCESSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 
STANDARD 
COMMENT 



FEATURES 
nRNA 

CDS 



source 

BASE COUNT 
ORIGIN 



RUSTF 1821 bp ss-fiRNA ROD 15-DEC-1939 

Rouse tissue factor (fltf) nRNA. complete cds. 

H26071 

membrane-bound glycoprotein; tissue factor. 

House (strain BALB/c) fibroblast 3T3 cell line, cDNA to nRNA, and 

DNA (bp 1-41). clone 3CH 482. 

Hus PtUSCUlUS 

Eukaryota; Aninalia; Chordata, Vertebrata, Mammalia! Theria! 
Eutheria; Rodentia, Myomorpha, Muridae, Hurinae. 
1 (bases 1 to 1821) 

Hartzell>S.i Ryder, K.i Lanahan.A.A., Lau,L.F. and Nathans iD. 

A growth factor-responsive gene of murine BALB/c 3T3 cells encodes 

a protein homologous to hunan tissue factor 

Hoi. Cell. Biol. 9, 2567-2573 (1989) 

full automatic 

Draft entry and conputer-readable sequence for [1] kindly submitted 
by S.Hartzell, 12-JUL-1989. 
NCBI gi? 201924 

Location/Qualifiers 

29. .1821 

/note="TFP nRNA" 
135. .1019 

/note="tissue factor protein? NCBI gi! 201925." 
/codon start=l 

/ tr ansT at i on= ■ MA I LVRPRLLAAL APTFLGCLLL8VTAGAG IPEKAFNLTW ISTD 

FKT I LEH8PKPTNYT YTV8 I SDRSRNUKNKCFSTTDTECDLTDE I VKDVTHAYEAKVL 

SVPRRNSVHGDGD9LVIHGEEPPFTNAPKFLPYRDTNLG8PVI88FEGDGRKLNVVVK 

DSLTLVRKNGTFLTLR8VFGKDLGY I I TYRKGSSTGKKTN I TNTNEFSI DVEEGVSYC 

FFV8AHIFSRKTNSNSPGSSTVCTE8HKSFLGETLIIVGAVVLLATIFIILLSISLCK 

RRKNRAG8KGKNTPSRLA 0 

1..1821 

/organisn=°Hus musculus" 
516 a 415 c 412 g 478 t 
Unreported 



Initial Score = 
Residue Identity = 
Gaps = 



343 Optimized Score = 582 Significance - 23.29 
612 Hatches = 632 Mismatches - 321 

77 Conservative Substitutions = 0 



X 10 20 30 40 

CTCGCA--CTCCCTCTGGCCGG--CCCAGGGCGC-CTTCAGCCCAAC-C 

TTTATAACGCACCCCGCGCGACCCCGiilGCclGGGlACAicciiTACCciTCACTCGclcCCTCCGiTCGC 



8. FURH-969863-F 1 G2 . SEQ (1-987) 



HUSTFA House tissue factor nRNAi conplete cds. 

LOCUS HUSTFA 1262 bp ss-nRNA ROD 23-JAN-1991 

DEFINITION House tissue factor «RNA. conplete cds. 
ACCESSION H57896 J0S713 
KEYWORDS tissue factor. 

SOURCE House (strain AKR) enbryo fibroblast* cDNA to nRNAt clone c70. 
ORGANISH Hus nusculus 

Eukaryota; Aninalia; Chordata; Vertebratai Hannalia; Theria? 
Eutheriai Rodentia; Hyonorphai Huridae; Nurinae. 
REFERENCE 1 (bases 1 to 1262) 
AUTHORS Ranganathan.G. . BlattiiS.P.t Subrananian.H. f Fass.D.N.i HaihlerN.J. 
and Getz.H.J. 

TITLE Cloning of murine tissue factor and regulation of gene expression 

by transforming growth factor type beta-1 
JOURNAL J. Biol. Chen. 266. 496-501 (1991) 
STANDARD full autonatic 
COHHENT NCB1 gi: 201926 
FEATURES Location/Qualifiers 
CDS 35.. 919 

/note= 0 NCBI gi? 201927" 
/product="tissue factor" 
/codon start=l 

/transTation=°HAlLVRPRLLAALAPTFLGCLLLG.VIAGAGIPEKAFNLTUISTD 
FKTILEHQPKPTNYTYTV8ISDRSRNWKNKCFSTTDTECDLTJ5EIVKDVTHAYEAKVL 
SVPRRNSVHGDGD8L V I HGEEPPFTNAPKFLP YRDTNLG8PVI 88FE8DGRKLNVVVK 
DSLTLVRKNGTFLTLR8VFGKDLGYIITYRKGSSTGKKTNITNTNEFSIDVEEGVSYC 
FFV8AHIFSRKTN8NSPGSSTVCTE8HKSFLGETLIIVGAVVLLATIFIILLSISLCK 
RRKNRAG8KGKNTPSRLA" 
source 1..1262 

/organisn=°Hus nusculus" 

BASE COUNT 358 a 317 c 305 g 282 t 

ORIGIN 



Initial Score = 
Residue Identity = 
Gaps = 



344 Optinized Score = 549 Significance = 23.36 
62% Hatches - 593 Hi snatches = 292 

71 Conservative Substitutions = 0 



20 30 40 50 60 X 70 80 

GCCGGCCCAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGCGCCACGGAACCCGCTCGATCTCGCCGC 

TGilGicciGAGACcWiicTi 
X 10 20 

90 100 110 120 130 140 150 

CAACTGGTAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGCC-CCGAGACCGCCGTCGCTCGGACGCT 

C i AGCCCTTGGAC = ATGG : CG i ATC i C--TiGTG i - — 11 — ciiiiGCCTWTAG-lGGCTcliGCGCCciii- 
30 40 50 60 70 80 

160 170 180 190 200 210 220 230 

CCTGCTCGGCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACTACAAATACTGTGGCAGCATATAATTT 

-TtTMiiii4icciicticTiiAiAiiATiAcGAGlGiAi4iATlciAGAGAAAi-cATTTAA4T4AAct4 

90 100 110 120 130 140 150 

240 250 260 270 280 290 

aacttggaaatcaactaatttcaagacaattttggagtgggaacccaaac—ccgtcaat—caagtctaca 
ggatatcaactgatttcaagaJa- — AtII IgAagtgAcaAcAAaAAcAcaAAaaAtA'I'acAtAcaA'I'gtA 

160 170 180 190 200 210 220 

300 310 320 330 340 350 360 

ctgttcaaataagcactaagtcaggagattggaaaagca—aatgcttttacacaacagacacagagtgtga 

AaAaI-AAgIgAtA — GATCTAAAAAciGGAAAAAcAAGTGclTAlcGAC^AA-AGAcA^CGAATAcAACC 
230 240 250 260 270 280 

370 380 390 400 410 420 

CCTCA-CCGA — CG — AGATTGTGA--AGG--ATGTGAAGCAGACGTACT — tg—gcacgggtcttct 

TCA^AGAcAAGATAATGAlGGAlAIAlcCTGGGCclAlAAAAAAAAGAicAicTcfATCcAAAAAAGGAAAi 
290 300 310 320 330 340 350 

430 440 450 460 470 480 490 

cctacccggcagggaatgtggagagcacc — ggttc-tgctggggagcctctgtatgagaactccccaga 

AagttAatA — AAAA — cAAiAAcAAAATTGTGA'f'i'CA'f AggAagAAAAAgAcaItI ACaAAAgAAAAAaA 

360 370 380 390 400 410 420 

500 510 520 530 540 550 560 

gttcacaccttacctggagacaaacctcggacagccaacaattcagagttttgaacaggtgggaacaaaagt 



440 



4sn 



470 



480 



CAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGCGCCACGGAACCCGCTCGATCTCGCCGCCAACTGG 

850 860 870 880 890 900 910 

100 110 120 130 140 150 160 

TAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGCCCCGAGACCGCCGTCGCTCGGACGCTCCTGCTCG 

920 930 940 950 960 970 980 

170 180 190 200 210 220 230 

GCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGG-CACT-ACA-AATACTGTGGCAGCATATAATTTAACTT 

i^iiAlilliiiiiAiiliiiiiiiiilliAiiTGAGlGGiJiccAGciccliiAAiiccGGGGCGCGci — 

990 1000 1010 1020 1030 1040 1050 

240 250 260 270 280 290 300 

GGAAATCAACTAATTTCAAGACAATTTTGGAGTGGGAAC--CCAAACCC — GTCAATCAAGTCTACACTGTT 

-4cicGclGGlGGGAGGciAiiG}cc}M-cliiclGiGGGiTCGiciTGWTCCciGGWGclcAlitt 
1060 1070 1080 1090 1100 1110 1120 

310 320 330 340 350 360 370 

CAAATAAGC-ACTAAGTCAGGAGATTG-GAAAAGCAAATGCTTTTACACAACAGACACAGAGTGTGAC-CTC 

GTCCCCCGCGCcllciGGicTCGGclGcicTcicCciGCCCGGclTGA-lTGA — ACcililcCGTCGGGC 
1130 1140 1150 1160 1170 1180 1190 

380 390 400 410 420 430 440 

ACCGACGAGATTGTGAAGGATGTGAAGCAGACGTACTTGGCACGGGTCTTCTCCTACC-CGGCAGGGAAT-- 

GCCGGMcGAGMGCAiGGAG-GyGnLcGcA 
1200 1210 1220 1230 1240 1250 1260 

450 460 470 480 490 500 

GTGGAGAGCACCG-GTTCTGCTGGGGAGCCTCTG-TATGAGAACTCCCCAGAGTTCACACCTTA— CCTGG 

clcGGGGTGTiiGAGlAAl--lGGACTGTTGTlGCA{JlAGCGGiil — TnliclicCGCTllAACTclii 
1270 1280 1290 1300 1310 1320 1330 

510 520 530 540 550 560 570 

AGACAAACCT — CGGACAG--CCAACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTGAATGTGACCGT 

GGiAAGGGclTCciAGTGlGTTGCGACCTlcAATATGAlAGGACTTGlGCCTGCGTCTGCACGlGlTGGWI 
1340 1350 1360 1370 1380 1390 1400 

580 590 600 610 620 630 

AGAAGATGAACGGA CTTTAGTCAGAAG-GAA-CAACACTT--TCCTAAGCCTCCGGGATGTTTT— 

-GclGlGGTTTiiiTATTATclHcAlTATlTGTGCATCTTiccllAAlAAAGlGiGtcCCTiGiclHlcC 
1410 1420 1430 1440 1450 1460 1470 

640 650 660 670 680 690 700 

TGGCAAGGACTTAATTTATACACTTTATTATTGGAAATCTTCAAGTTCAGGAAAGAAAACAGCCAAAA--CA 

iGGCcl-TcH-TGHcliGGTHGGGliGAGGciltcCAAllGGGCTiilTTi CTGCTTAgAtTGG 

1480 1490 1500 1510 1520 1530 

710 720 730 740 750 760 770 

AACACTAATGAGTTTTTGATTGATGTGGATAAAGGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCC 

LclGGTicAicGltGlGCAiicCCciTljTTCTAc4AGGTGlTC-GGGACGGcilAGAGACTGGl!i — H 
1540 1550 1560 1570 1580 1590 1600 

780 790 800 810 820 830 840 

TCCCGAACAGTTAACCGGAAGAGTACAGACAGCC — CGGTAGAGTGTATGGGCCAGGAGAAAGGGGAATTC 

IgCTG — CGl--lcTGicLiG--CAGlcCTTCATAAGAAATLI-CclGATCCA--ATlciicCGA — C 
1610 1620 1630 1640 1650 1660 

850 860 870 880 890 900 910 

AGAGAAATATTCTACATCATTGGAGCTGTGGTATTTGTGGTCATCATCCTTGTCATCATCCTGGCTATATCT 

GGTGTGlciGGCclcA-CGlcCCCG-iG-GGlclclilGG AAGtW {aGTgIaGCGACaM 

1670 1680 1690 1700 1710 1720 

920 930 940 950 960 970 
C-TACACAAGTGTAGAAAGGCAGGAGTGG — GGCAGAGCTGGAAGGAG AACTC CCCAC-TG-- 

CAGATAAAAGiGGAAAAAGTGAAGTTiGGCTTTTTTcAlT"l"GTATGcAGTCCTAAc'l"CTTGTCAcAcG'l"GTG 
1730 1740 1750 1760 1770 1780 1790 

980 X 
AATGTTT — CATAA 

GGATTTlic!l}TTCcillicTTACTGAAAACCCTTCCTGGCGGGCTGAACCTGACTCTTCCTGAGCTGA 
mnn mm man unn man m^n mAn 



GCTGCA 



7. FURM-969863-FIG2.SE0 (1-987) 



HUMTFPB 



Huaan tissue factor gene, complete cds. 



SOURCE 
ORGANISM 



REFERENCE 
AUTHORS 
TITLE 



JOURNAL 
STANDARD 
COMMENT 



FEATURES 
exon 



LOCUS HUMTFPB 13865 bp ds-DNA PRI 15-JUN-1989 

DEFINITION Hunan tissue factor gene, complete cds. 
ACCESSION J02846 

KEYWORDS Alu repeat; cell surface integral Renbrane protein; 
cell surface receptor; tissue factor. 
Hunan DNA, clones lanbda-TFE559, 679, 753, 885, 1377]. 
Horo sapiens 

Eukaryota; Aninalia? Chordata; Vertebrate; Haftnalia; Theria; 
Eutheria; PriRates; Haplorhini; Catarrhini; Hoftinidae. 
1 (bases 1 to 13865) 

Hacknan,N., MorrisseyiJ.H.r Fouler,B. and Edgington,T.S. 
CoRplete sequence of the huaan tissue factor gene> a highly 
regulated cellular receptor that initiates the coagulation protease 
cascade 

Biocheflistru 28, 1755-1762 (1989) 
full autonatic 

Draft entry and coRputer-readable sequence for El] kindly provided 
by J.H.Morrissey, 25-0CT-1988. 
NCBI gi: 339505 

Location/Qualifiers 
(922..1021 
/nuftber=l 

/note= B tissue factor 0 
priR transcript 799.. 13232 

/note=°TF rRNA and introns 0 
intron 1022.. 2189 

/note= B TF intron A" 
exon 2190.. 2301 

/nuRber=2 
intron 2302.. 6391 

/note=°TF intron B* 
repeat_region 6127. .6241 

/note= B Alu repeat partial copy A 0 
exon 6392.. 6591 

/nuflber=3 
intron 6592.. 9288 

/note=°TF intron C 9 
repeat_region 8391 . .8677 

/note=°Alu repeat copy B° 
exon 9289.-9467 
/nuRber=4 
intron 9468.. 10074 

/note=°TF intron D B 
exon 10075.. 10234 

/nunber=5 
intron 10235.. 11954 

/note= B TF intron E B 
r epe at_r eg i on 1 0954 . . 1 1 249 

/note= B Alu repeat copy C 8 
exon 11955.. >12091 

/nuflber=6 

/note= B tissue factor 0 
12458.. 12757 



repeat_region 
CDS 



6392.. 6591, 9289.. 9467, 



source 

BASE COUNT 
ORIGIN 



/note= fl Alu repeat copy D 8 
join(922. .1021,2190. .2301, 
10075. .10234,11955. .12091) 
/gene= s F3* 

/note=°tissue factor; NCBI gii 339506. B 
/codon start=l 

/transTation= B METPAHPRVPRPETAVARTLLLGWVFA8VAGASGTTNTVAAYNL 

TUKSTNFKTILEHEPKPVNQVYTVQISTKSGDHKSKCFYTTDTECDLTDEIVKDVKST 

YLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLG8PTI8SFESVGTKVNVTVE 

DERTLVRRNNTFLSLRDVFGKDLIYTLYYWKSSSSGKKTAKTNTNEFL1DVDKGENYC 

FSVQAVIPSRTVNRKSTDSPVECMG9EKGEFREIFYI IGAVVFVVI1LVI ILAISLHK 

CRKAGVGQSWKENSPLNVS 0 

1.. 13865 

/organisfl= a HoRO sapiens 0 
3711 a 2955 c 3240 g 3959 t 



1 bp upstrean of EcoRI site; chronosoRe 1. 



Initial Score = 378 
Residue Identity = 562 
Gaps = 119 



Qptiftized Score = 516 Significance = 25.91 
Matches = 591 Misftatches = 340 

Conservative Substitutions = 0 



X 10 20 

CTCGCACTCCCTCTGGCCGGCC 

TATAGCGCGCGGGGCACCGGCTCCCCAAGACTGCGAGCTCCCCGCACCCcilMiiiliM4i{Miiiiii 
780 790 800 810 820 X 830 840 



CGAGCTCCCACAAACTCTGGGCTCCCCGCATCciliciGGlTiAlicciiAiciiii-iiTiiilciliiii 
10 20 30 X 40 50 60 70 

40 50 60 70 80 90 

AACCTCCC--CAGCCCCAC GGGCGCCACGGAACCCGCTCGATCTCGCCGCCAACTGGT 

AAiiliGiAGiATiiTiiicTCTCCAGCcTccGiiiiTiAGiiAAiTTTTTGAiAciliiiiiTiAcitccG 

80 90 100 110 120 130 140 

100 110 120 130 140 150 160 

AGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGCCCCGAGACCGCCGTCGCTCGGACGCTCCTGCTCGG 

150 160 170 180 190 200 210 

170 180 190 200 210 220 230 

CTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACTACAAATACTGTGGCAGCATATAATTTAACTTGGAA 

220 230 240 250 260 270 280 

240 250 260 270 280 290 300 310 

ATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCCAAACCCGTCAATCAAGTCTACACTGTTCAAATAAG 

290 300 310 320 330 340 350 

320 330 340 350 360 370 380 

CACTAAGTCAGGAGATTGGAAAAGCAAATGCTTTTACACAACAGACACAGAGTGTGACCTCACCGACGAGAT 

yiLAltiyUclMlAailiiUHiiMMMMMUMliM 

360 370 380 390 400 410 420 430 

390 400 410 420 430 440 450 

TGTGAAGGATGTGAAGCAGACGTACTTGGCACGGGTCTTCTCCTACCCGGCAGGGAATGTGGAGAGCACCGG 

)i(iyAAAiifacA 0 iaui,iwyAMWTiMyMUi------«i{u 

440 450 460 470 480 490 

460 470 480 490 500 510 520 

TTCTGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAGTTCACACCTTACCTGGAGACAAACCTCGGACAGCC 

IILiAyMMrtAccilMyiMMMiMIMIiiiiMiii 

500 510 520 530 540 550 560 

530 540 550 560 570 580 590 

AACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTGAATGTGACCGTAGAAGATGAACGGACTTTAGTCAG 

liy»IUyilllcMA«TMIiMillMW}icliaiyM c M!iii 

570 580 590 600 610 620 630 

600 610 620 630 640 650 660 670 

AAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTTGGCAAGGACTTAATTTATACACTTTATTATTGGAA 

640 650 660 670 680 690 700 710 

680 690 700 710 720 730 740 

ATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAACACTAATGAGTTTTTGATTGATGTGGATAAAGGAGA 

720 730 740 750 760 770 780 

750 760 770 780 790 800 810 

AAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCCCGAACAGTTAACCGGAAGAGTACAGACAGCCCGGT 

UJ{lWaiiy«»MiMMT«MlLMMI!liWllAAMc»l 

790 800 810 820 830 840 850 

820 830 840 850 860 870 880 

AGAGTGTATGGGCCAGGAGAAAGGGGAATTCAGAGAAATATTCTACATCATTGGAGCTGTGGTATTTGTGGT 

CAliJicACTAiiilcGAilAAGTm 

860 870 880 890 900 910 920 

890 900 910 920 930 940 950 

CATCATCCTTGTCATCATCCTGGCTATATCTCTACACAAGTGTAGAAAGGCAGGAGTGGGGCAGAGCTGGAA 

MUM{TicAiyuMTaG4 G iMMcaiiiMJiM.cAaLyLMiA 

930 940 950 960 970 980 990 

960 970 980 X 

GGAGAACTCCCCACTGAATGTTTCATAA 

iililiiAiGiiGHcnciclGiHllAAGATCCTGCTCTTGGAGCTTTCTGCCAACGCTGCAGAGCTCGT 
1000 1010 1020 1030 1040 1050 1060 1070 



CAGCCAACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTGAATGTGACCGTAGAAGATGAACGGACTTTA 

450 460 470 480 490 500 510 

600 610 620 630 640 650 660 

GTCAGAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTTGGCAAGGACTTAATTTATACACTTTATTAT 

520 530 540 550 560 570 580 

670 680 690 700 710 720 730 

TGGAAATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAACACTAATGAGTTTTTGATTGATGTGGATAAA 

590 600 610 620 630 640 650 660 

740 750 760 770 780 790 800 810 

GGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCCCGAACAGTTAACCGGAAGAGTACAGACAGC 

670 680 690 700 710 720 730 

820 830 840 850 860 870 880 

CCGGTAGAGTGTATGGGCCAGGAGAAAGGGGAATTCAGAGAAATATTCTACATCATTGGAGCTGTGGTATTT 

740 750 760 770 780 790 800 

890 900 910 920 930 940 950 

GTGGTCATCATCCTTG-TCATCATCCTGGCTATATCTCTACACAAGTGTAGAAAGGCAGGAGTGGGGCAGAG 

^icU{iiuii){cW«Tiy £ AUTM}icMy{ 6 .ycMccii 

810 820 830 840 850 860 870 

960 970 980 X 

CTGGAAGGAGAACTCCCCACTGAATGTTTCATAA 

iGGiiiiGAGiGilUiiciiliACAicGiclGAAGGGAGCGCCGCGGGGCGTGCCGGCTGCTGCCAATGCT 
880 890 900 X 910 920 930 940 

GTGTTGCACTGT 
950 

6. FURH-969863-FIG2.SE9 (1-987) 

S74147 tissue factor [cattle, adrenal gland* nRNA, 1877 n 

LOCUS S74147 1877 bp rRNA UAH 10-JUL-1992 

DEFINITION tissue factor [cattle, adrenal gland. rRNA. 1877 ntl 
ACCESSION S74147 
KEYWORDS 

SOURCE cattle adrenal gland 
ORGAN I SH Bos sp. 

Unclassified. 
REFERENCE 1 (bases 1 to 1877) 
AUTHORS Takayenoki .Y. > Huta.T.. Hiyata.T. and Iuanaga.S. 
TITLE cDNA and anino acid sequences of bovine tissue factor 
JOURNAL Biochen. Biophys. Res. Con nun. 181. 1145-1150 (1991) 
STANDARD full autonatic 
COMMENT GenBank staff at the National Library of Medicine created this 
entry C NCBI gibbsq 74147] from the original journal article. 
This sequence cones fron Fig. 2. 
NCBI gi: 241438 
FEATURES Location/Qualifiers 
CDS 148.. 1026 

/note="TF; This sequence cones fron Fig. 2. 
NCBI gi: 241439" 
/product=°tissue factor" 
/codon start=l 

/transTation="HATPNGPRVPCPflAAVARALLFGLVLI8GAGVAGTTDVVVAYNl 
THKSTNFKT I LEHEPKP I NHVYTV8I SPRLGNHKNKCFYTTNTECDVTDEI VKNVRET 
YLARVLSYPADTSSSTVEPPFTNSPEFTPYLETNLG8PTI8SFEGVGTKLNVTV8DAR 
TL VRANS AFLSLRDVFGKDLNYTL YYWKASSTGKKKATTNTNGFL I DVDKGENYCFHV 
QAVILSRRVN8KSPESPIKCTSHEKVLSTELFFIIGTVHLVHIFIVVLSVSLHKCRK 
VRAERSGKENTPLNAA" 
source 1..1877 

/organisn="Bos sp." 
/note="cattle" 

BASE COUNT 529 a 416 c 412 g 520 t 

ORIGIN 

Initial Score = 443 Optinized Score = 759 Significance = 30.78 
Residue Identity = 76X Hatches = 770 Hisnatches = 207 

Gaps = 26 Conservative Substitutions = 0 

X 10 20 30 



LOCUS RABRTF 1753 bp ss-rRNA HAN 08-MAY-1991 

DEFINITION Rabbit tissue factor nRNAi complete cds. 
ACCESSION H55390 
KEYWORDS tissue factor. 

SOURCE Rabbit (strain New Zealand white) heart, cDNA to rRNAi clone pRTFl. 
ORGANISM Oructolagus cuniculus 

EuEaryota; Aninalia; Chordata; Vertebrata; Hannalia; TheriaJ 
Eutheria; Lagoaorpha; Leporidae. 
REFERENCE i (bases 1 to 1753) 
AUTHORS AndreustB.S.i RehfitullarA.* Foaler,B.J., EdgingtontT.S. and 
RacltRaniN. 

TITLE Conservation of tissue fator primary sequence anong three naRnalian 
species 

JOURNAL Gene 98, 265-269 (1991) 
STANDARD full autonatic 
COMMENT NCBI gi: 165696 



FEATURES 
nRNA 



sig_peptide 
ptat_peptide 
CDS 



source 

BASE COUNT 
ORIGIN 



Location/Qualifiers 
1..1753 

/product* 0 tissue factor 0 
28.. 123 

/product= 8 ti5sue factor 0 
/codon start=l 
124.. 903 

/product= B tissue factor 0 
/codon start=l 
28. .905 
/note="NCBI gi: 165697° 
/product= B tis5ue factor" 
/codon start=l 

/translations WPTRLflVPRPGTAVPYTVLLGHLLASVARAADTTGRAYNLTH 
KSTNFKTILEyEPKSIDHVYTVQISTRLENHKSKCFLTAETECDLTDEVVKDVGflTYM 
ARVLSYPARNGNTTGFPEEPPFRNSPEFTPYLDTNLG8PT 1 8SFE8VGTKLNVTVADA 
RTLVRRNGTFLSLRAVFGKDLNYTLYYHRASSTGKKTATTNTNEFLIDVDKGEMYCFS 
VQ AVI PSRKRKQRSPESLTECTSREflGRAREKFF I I GAVVVVALL I I VLSVT VYKCRK 
ARAGPSGKESSPLNI A " 
1 . .1753 

/organisn= D Oryctolagus cuniculus" 
455 a 394 c 471 g 433 t 



Initial Score = 
Residue Identity = 
Gaps = 



560 Qptinized Score = 693 Significance = 39.54 
76* Matches = 702 Hisnatches = 203 

15 Conservative Substitutions = 0 



20 30 40 50 60 70 80 90 

GGCCCAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGCGCCACGGAACCCGCTCGATCTCGCCGCCAA 

ATiciiAC-TCctTiTGiGi-- 
X 10 

100 110 120 130 140 150 160 

CTGGTAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGCCCCGAGACCGCCGTCGCTCGGACGCTCCTG 

20 30 40 50 60 70 80 90 

170 180 190 200 210 220 230 

CTCGGCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACTACAAATACTGTGGCAGCATATAATTTAACT 

MMTl E ctTWMMMJUM{WiL{U-- c Mil«lliyUil 

100 110 120 130 140 150 

240 250 260 270 280 290 300 

TGGAAATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCCAAACCCGTCAATCAAGTCTACACTGTTCAA 

160 170 180 190 200 210 220 

310 320 330 340 350 360 370 

ATAAGCACTAAGTCAGGAGATTGGAAAAGCAAATGCTTTTACACAACAGACACAGAGTGTGACCTCACCGAC 

IflMUcyUIMiUUUUMyTAiUMcMcUWaT 

230 240 250 260 270 280 290 300 

380 390 400 410 420 430 440 450 

GAGATTGTGAAGGATGTGAAGCAGACGTACTTGGCACGGGTCTTCTCCTACCCGGCAGGGAATGTGGAGAGC 

310 320 330 340 350 360 370 

460 470 480 490 500 510 520 

ACCGGTTCTGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAGTTCACACCTTACCTGGAGACAAACCTCGGA 

iyyTccy«ytTi M 4yyyiiiyuyiiiyiciiiiiyiiic 

380 390 400 410 420 430 440 



sin 



SAO 



S7A 



Sftft 



SQft 



/nuaber=4 
ex on 490.. 650 

/nunber=5 

BASE COUNT 330 a 306 c 386 g 278 i 
ORIGIN 

Initial Score = 561 Opiinized Score = 608 Significance = 39.61 
Residue Identity = 772 Hatches = 613 Hi snatches = 169 

Gaps = 11 Conservative Substitutions = 0 

150 160 170 180 190 X 200 210 

TCGCTCGGACGCTCCTGCTCGGCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACTACAAATACTGTGG 

GcliAciciJiclGGli 

X 10 

220 230 240 250 260 270 280 

CAGCATATAATTTAACTTGGAAATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCCAAACCCGTCAATC 

20 30 40 50 60 70 80 

290 300 310 320 330 340 350 360 

AAGTCTACACTGTTCAAATAAGCACTAAGTCAGGAGATTGGAAAAGCAAATGCTTTTACACAACAGACACAG 

iTMUUHMiim c yLLy^iM{i.iici..UcMci 

90 100 110 120 130 140 150 160 

370 380 390 400 410 420 430 

AGTGTGACCTCACCGACGAGATTGTGAAGGATGTGAAGCAGACGTACTTGGCACGGGTCTTCTCCTACCCGG 

170 180 190 200 210 220 230 

440 450 460 470 480 490 500 

CAGGGAATGTGGAGAGCACCGGTTCTGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAGTTCACACCTTACC 

iUiiyGAAlclcclcGGyTCCCcLi^ 

240 250 260 270 280 290 300 

510 520 530 540 550 560 570 

TGGAGACAAACCTCGGACAGCCAACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTGAATGTGACCGTAG 

310 320 330 340 350 360 370 

580 590 600 610 620 630 640 

AAGATGAACGGACTTTAGTCAGAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTTGGCAAGGACTTAA 

380 390 400 410 420 430 440 

650 660 670 680 690 700 710 720 

TTTATACACTTTATTATTGGAAATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAACACTAATGAGTTTT 

450 460 470 480 490 500 510 520 

730 740 750 760 770 780 790 

TGATTGATGTGGATAAAGGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCCCGAACAGTTAACC 

530 540 550 560 570 580 590 

800 810 820 830 840 850 860 

GGAAGAGTACAGACAGCCCGGTAGAGTGTATGGGCCAGGAGAAAGGGGAATTCAGAGAAATATTCTACATCA 

600 610 620 630 640 650 660 

870 880 890 900 910 920 930 

TTGGAGCTGTGGTATTTGTGGTCATCATCCTTG-TCATCATCCTGGCTATATCTCTACACAAGTGTAGAAAG 

670 680 690 700 710 720 730 

940 950 960 970 980 X 

GCAGGAGTGGGGCAGAGCTGGAAGGAGAACTCCCCACTGAATGTTTCATAA 

G^GAGGGCGGGG^CcJlG^GGG^GGAGAGMUUcMGAAcA'fcG^ciGAAGGGAGCGCCGCGGGGGGTGC 
740 750 760 770 780 X 790 800 

CGGCTGCTGCCAATGCTGTGTTGCACTGT 
810 820 830 



5. FURH-969863-FIG2.SE9 (1-987) 



440 450 460 470 480 490 500 

GCAGGGAATGTGGAGAGCACCGGTTCTGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAGTTCACACCTTAC 

410 420 430 440 450 460 470 480 

510 520 530 540 550 560 570 

CTGGAGACAAACCTCGGACAGCCAACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTGAATGTGACCGTA 

490 500 510 520 530 540 550 

580 590 600 610 620 630 640 

GAAGATGAACGGACTTTAGTCAGAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTTGGCAAGGACTTA 

560 570 580 590 600 610 620 

650 660 670 680 690 700 710 720 

ATTTATACACTTTATTATTGGAAATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAACACTAATGAGTTT 

630 640 650 660 670 680 690 

730 740 750 760 770 780 790 

TTGATTGATGTGGATAAAGGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCCCGAACAGTTAAC 

700 710 720 730 740 750 760 

800 810 820 830 840 850 860 

CGGAAGAGTACAGACAGCCCGGTAGAGTGTATGGGCCAGGAGAAAGGGGAATTCAGAGAAATATTCTACATC 

770 780 790 800 810 820 830 840 

870 880 890 900 910 920 930 

ATTGGAGCTGTGGTATTTGTGGTCATCATCCTTGTCATCATCCTGGCTATATCTCTACACAAGTGTAGAAAG 

WliaiaMcMHiWiaiatWHWUiaiMHiMMIMilMMii 

850 860 870 880 890 900 910 

940 950 960 970 980 X 

GCAGGAGTGGGGCAGAGCTGGAAGGAGAACTCCCCACTGAATGTTTCATAA 

920 930 940 950 960 X 970 980 

TGCAAATGCTATATTGCACTGTGACCGAG 
990 1000 1010 

I. FURH-969863-FIG2.SEQ (1-987) 

OCBTF 0. cuniculus mRNA for brain tissue factor 

LOCUS OCBTF 1300 bp RNA HAH 31-0CT-1991 

DEFINITION 0. cuniculus nRNA for brain tissue factor 

ACCESSION X53521 

KEYWORDS brain tissue factor. 

SOURCE rabbit 

ORGANISM Qructolagus cuniculus 

Eukaryota; Animalia; Netazoai Chordata; Vertebratai Mammalia! 
Theria; Eutheria; Lagonorpha; Leporidae. 
REFERENCE 1 (bases 1 to 1300) 

AUTHORS Pauashe, A. B. 

TITLE Direct Submission 

JOURNAL Submitted (03-JUL-1990) Pauashe A.B., Yale University, SHH C 115, 

Dept. of Holecular Biophisics & Biochemistry, 333 Cedar Street, P0B 
3333, Neu Haven, CT 06510, USA. 
STANDARD full automatic 
REFERENCE 2 (bases 1 to 1300) 
AUTHORS Pauashe, A. B., Konigsberg, W.K. and Ezeko«itz,H.D. 
TITLE Holecular Cloning, Characterization and Expression of cDNA for 

Rabbit Brain Tissue Factor 
JOURNAL Thromb. Haemost. 66, 315-320 (1991) 
STANDARD full automatic 
CDHHENT NCBI gi: 1495 
FEATURES Location/Qual if iers 

source 1..1300 

/organisn=°Qryctolaqus cuniculus 0 
/strain=°nea Zealand white rabbit" 
exon <1..4 

/number=l 
exon 5. .111 

/number=2 
exon 112. .311 

/number=3 

aviT 7fP CQQ 



3* FURH-969863-FIG2.SE0 (1-987) 

HUMTFPA Hunan tissue factor fiRNAi complete cds> with an Al 

LOCUS HUHTFPA 2104 bp ss-aRNA PRI 30-SEP-1988 

DEFINITION Hunan tissue factor rRNAi conplete cds* uith an Alu repeat in the 

3' untranslated region. 
ACCESSION H16553 

KEYWORDS Alu repeat; plasna nenbrane glycoprotein; tissue factor. 
SOURCE Hunan placenta* cDNA to rRNA» clones laftbda-hTFC3t7i8fl2]. 
ORGANISM Hono sapiens 

Eukaryota; Animalia; Chordata; Vertebrata; Hannalia; Theria; 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
STANDARD 
CDHNENT 



FEATURES 
rRNA 



Eutheria; Privates; Haplorhini; Catarrhini; Honinidae. 
1 (bases 1 to 2104) 
Scarpati*E.M. * WeniD.i BrozeiG.J.Jr.t Hi letichr J.P. » 
FlanderneyeriR.R. » SieqeliN.R. and Sadler, J. E. 
Hunan tissue factor; cDNA sequence and chronosone localization of 



Biochenistry 26* 5234-5238 (1987) 



sig_peptide 

ftat_peptide 

repeat_region 
CDS 



source 

BASE COUNT 
ORIGIN 



the gene 

Iru 2 
full automatic 

Draft entry and copiputer-readable sequence for [1] kindly provided 
by E.H.Scarpatii 04-AUG-1987. 
NCBI gi: 339503 

Location/Qualifiers 

<1..2104 

/note=°tissue factor nRNA° 
76.. 174 
/codon start=l 

/note^tissue factor signal peptide" 
175.. 960 
/codon start=l 
/note =ir ti5Sue factor 0 
1330.. 1628 
/note=°Alu repeat 0 
76.. 963 
/gene=°F3° 

/note=°tissue factor precursor; NCBI gi: 339504. 8 
/codon start=l 

/ tr ans T at i on= 0 METPAWPR VPRPET AVARTLLLGWVFA6VAGASGTTNT VA A YNL 

T WKSTNFKT I LEMEPKP VNSVYT V9 I STKSGDWKSKCF YTTDTECDLTDE I VKDVKQT 

YLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLGSPTI9SFEQVGTKVNVTVE 

DERTLVRRNNTFLSLRDVFGKDLIYTLYYWKSSSSGKKTAKTNTNEFL1DVDKGENYC 

FSVSAVIPSRTVNRKSTDSPVECHGQEKGEFREIFYIIGAVAFVVIILVIILAISLHK 

CRKAGVGSSHKENSPLNVS 0 

1 . .2104 

/organi5PF 0 Hono sapiens 0 
602 a 437 c 469 g 596 t 
Sflal site; chroflosone 1. 



Initial Score = 958 
Residue Identity = 997. 
Gaps = 0 



Optimized Score = 961 Significance = 69.34 
Hatches = 961 Mismatches = 2 

Conservative Substitutions = 0 



10 20 X 30 40 50 60 70 

CTCGCACTCCCTCTGGCCGGCCCAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGCGCCACGGAACCC 

X 10 20 30 40 

80 90 100 110 120 130 140 

GCTCGATCTCGCCGCCAACTGGTAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGCCCCGAGACCGCC 

50 60 70 80 90 100 110 120 

ISO 160 170 180 190 200 210 

GTCGCTCGGACGCTCCTGCTCGGCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACTACAAATACTGTG 

130 140 150 160 170 180 190 

220 230 240 250 260 270 280 

GCAGCATATAATTTAACTTGGAAATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCCAAACCCGTCAAT 

200 210 220 230 240 250 260 

290 300 310 320 330 340 350 360 

CAAGTCTACACTGTTCAAATAAGCACTAAGTCAGGAGATTGGAAAAGCAAATGCTTTTACACAACAGACACA 

270 280 290 300 310 320 330 

370 380 390 400 410 420 430 

GAGTGTGACCTCACCGACGAGATTGTGAAGGATGTGAAGCAGACGTACTTGGCACGGGTCTTCTCCTACCCG 

UilililiijilJMliillililliUilWllilWUilWtliiiWliiilliliilliiM 

340 350 360 370 380 390 400 



X 10 20 30 40 SO 60 70 

CTCGCACTCCCTCTGGCCGGCCCAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGCGCCACGGAACCC 

X 10 20 30 40 SO 60 70 

80 90 100 110 120 130 140 

GCTCGATCTCGCCGCCAACTGGTAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGCCCCGAGACCGCC 

80 90 100 110 120 130 140 

ISO 160 170 180 190 200 210 

GTCGCTCGGACGCTCCTGCTCGGCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACTACAAATACTGTG 

150 160 170 180 190 200 210 

220 230 240 250 260 270 280 

GCAGCATATAATTTAACTTGGAAATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCCAAACCCGTCAAT 

220 230 240 250 260 270 280 

290 300 310 320 330 340 3S0 360 

CAAGTCTACACTGTTCAAATAAGCACTAAGTCAGGAGATTGGAAAAGCAAATGCTTTTACACAACAGACACA 

iilititiilHiiltiiililiilHllHiiiiliWlMiMliiltHiMililMii 

290 300 310 320 330 340 350 360 

370 380 390 400 410 420 430 

GAGTGTGACCTCACCGACGAGATTGTGAAGGATGTGAAGCAGACGTACTTGGCACGGGTCTTCTCCTACCCG 

370 380 390 400 410 420 430 

440 450 460 470 480 490 500 

GCAGGGAATGTGGAGAGCACCGGTTCTGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAGTTCACACCTTAC 

440 450 460 470 480 490 500 

510 520 530 540 550 560 570 

CTGGAGACAAACCTCGGACAGCCAACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTGAATGTGACCGTA 

510 520 530 540 550 560 570 

580 590 600 610 620 630 640 

GAAGATGAACGGACTTTAGTCAGAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTTGGCAAGGACTTA 

580 590 600 610 620 630 640 

650 660 670 680 690 700 710 720 

ATTTATACACTTTATTATTGGAAATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAACACTAATGAGTTT 

650 660 670 680 690 700 710 720 

730 740 750 760 770 780 790 

TTGATTGATGTGGATAAAGGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCCCGAACAGTTAAC 

730 740 750 760 770 780 790 

800 810 820 830 840 850 860 

CGGAAGAGTACAGACAGCCCGGTAGAGTGTATGGGCCAGGAGAAAGGGGAATTCAGAGAAATATTCTACATC 

800 810 820 830 840 850 860 

870 880 890 900 910 920 930 

ATTGGAGCTGTGGTATTTGTGGTCATCATCCTTGTCATCATCCTGGCTATATCTCTACACAAGTGTAGAAAG 

870 880 890 900 910 920 930 

940 950 960 970 980 X 

GCAGGAGTGGGGCAGAGCTGGAAGGAGAACTCCCCACTGAATGTTTCATAA 



&AGGAAGCACTGTTGGAGCTAC 
940 950 960 970 980 990 1000 

TGCAAATGCTATATTGCACTGTGACCGAG 
1010 1020 1030 



640 650 660 670 6S0 690 700 

GGCAAGGACTTAATTTATACACTTTATTATTGGAAATCTTCAAGTTCAGGAAAGAAAACAGCCAAAACAAAC 

650 660 670 680 690 700 710 720 

710 720 730 740 750 760 770 780 

ACTAATGAGTTTTTGATTGATGTGGATAAAGGAGAAAACTACTGTTTCAGTGTTCAAGCAGTGATTCCCTCC 

730 740 750 760 770 780 790 

790 800 810 820 830 840 850 

CGAACAGTTAACCGGAAGAGTACAGACAGCCCGGTAGAGTGTATGGGCCAGGAGAAAGGGGAATTCAGAGAA 

800 810 820 830 840 850 860 

860 870 880 890 900 910 920 

ATATTCTACATCATTGGAGCTGTGGTATTTGTGGTCATCATCCTTGTCATCATCCTGGCTATATCTCTACAC 

870 880 890 900 910 920 930 

930 940 950 960 970 980 X 

AAGTGTAGAAAGGCAGGAGTGGGGCAGAGCTGGAAGGAGAACTCCCCACTGAATGTTTCATAA 

940 950 960 970 980 990 1000 

TGTTGGAGCTACTGCAAATGCTATATTGCACTGTGACCGAG 
1010 1020 1030 1040 

2. FURM-969863-FIG2.SE8 (1-987) 

HUMTFPC Human tissue factor genei complete cdsi with a Alu 

LOCUS HUMTFPC 2127 bp ss-mRNA PRI 15-DEC-1989 

DEFINITION Hunan tissue factor gene* complete cds* with a Alu repetitive 

sequence in the 3' untranslated region. 
ACCESSION H27436 

KEYWORDS Alu repeat; plasma membrane glycoprotein; tissue factor; 

transmembrane protein. 
SOURCE Human adult adipose; cDNA to itRNA* clone Iambda-TF14. 
ORGANISM Homo sapiens 

Eukaryota; Animalia; Chordata; Vertebrata; Mammalia; Theria; 
Eutheria; Primates; Haplorhini; Catarrhini; Hominidae. 
REFERENCE 1 (bases 1 to 2127) 
AUTHORS Fisher iK.L.r Gorman,C.M.t VehariG.A.i O'BrientD.P. and La«n»R.M. 
TITLE Cloning and expression of human tissue factor cDNA 
JOURNAL Thromb. Res. 48, 89-99 (1987) 
STANDARD full automatic 
COMMENT Draft entry and computer-readable copy of sequence 111 kindly 
submitted by K.L. Fisher, 30-AUG-1989. 
NCBI gi: 339507 
FEATURES Location/Qualifiers 
mRNA <1..2127 

/note= B tissue factor mRNA 0 
sig_peptide 100.. 195 

/codon start=l 

/note =tr tissue factor signal peptide 0 
mat_peptide 196.. 984 

/codon start=l 

/note=^tissue factor" 
repeat_region 1343. . 1353 

/note= B direct repeat flanking Alu sequence' 
repeat region 1354.. 1651 

/note=°Alu repeat 0 
repeat_region 1652.. 1662 

/note=°direct repeat flanking Alu sequence" 
CDS 100.. 987 

/note^ tissue factor precursor; NCBI gi? 339508,° 

/codon start=l 

/ tr ansTat i on= u METPAWPRVPRPETAVARTLLLGWVFA8VAGASGTTNTVAA YNL 
TWKSTNFKTILEWEPKPVNQVYTVQISTKSGDHKSKCFYTTDTECDLTDEIVKDVKQT 
YLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLG8PTI8SFE8VGTKVNVTVE 
DERTLMRRNNTFLSLRDVFGKDLIYTLYYHKSSSSGKKTAKTNTNEFLIDVDKGENYC 
FSV8AVIPSRTVNRKSTDSPVECHG8EKGEFREIFYIIGAVVFVVIILVIILAISLHK 
CRKAGVG8SHKENSPLNVS n 
source 1..2127 

/organism=°Hono sapiens 0 

BASE COUNT 606 a 450 c 472 g 599 t 

ORIGIN 

Initial Score = 987 Optimized Score = 987 Significance = 71.51 
Residue Identity = 100X Matches = 987 Mismatches = 0 

Gaps = 0 Conservative Substitutions = 0 



rRNA <1.,2141 

/note= 8 TF rRNA 0 
sig_peptide 112.. 207 

/codon start=l 

/note =!r tissue factor version 1 signal peptide 8 
sig_peptide 112.. 213 

/codon start=l 

/note =tr tis5ue factor version 2 signal peptide" 
Fiat peptide 208.. 996 

/codon start=l 

/note =1 tis5ue factor version 1" 
flat peptide 214.. 996 

/codon start=l 

/note=*tissue factor version 2' 
CDS 112. .999 

/gene= D F3 a 

/note= fl tissue factor versions 1 and 2 precursor; NCBI gi: 

339502." 

/codon start=l 

/transTation= D METPAWPRVPRPETAVARTLLLGHVFASVAGASGTTNTVAAYNL 
TMKSTNFKTILEHEPKPVN9VYTVSISTKSGDHKSKCFYTTDTECDLTDEIVKDVKST 
YLARVFSYPAGNVESTGSAGEPLYENSPEFTPYLETNLGSPTI8SFE6VGTKVNVTVE 
DERTLVRRNNTFLSLRDVFGKDLIYTLYYHKSSSSGKKTAKTNTNEFLIDVDKGENYC 
FSV8AVIPSRTVNRKSTDSPVECMG9EKGEFREIFYIIGAVVFVVIILVIILAISLHK 
CRKAGVGGSWKENSPLNVS 0 
source 1 - .2141 

/organisn= tt Hoflo sapiens" 
BASE COUNT 607 a 454 c 478 g 602 t 
ORIGIN 87 bp upstreafl of TaqI site [Cell 50, 129-135 (1987)]. 

Initial Score = 987 Optimized Score = 987 Significance = 71.51 
Residue Identity = 100% Hatches = 987 Hisaatches ~ 0 

Gaps = 0 Conservative Substitutions = 0 

X 10 20 30 40 50 60 

CTCGCACTCCCTCTGGCCGGCCCAGGGCGCCTTCAGCCCAACCTCCCCAGCCCCACGGGC 

CGGGCGAACCCC 

10 X 20 30 40 50 60 70 

70 80 90 100 110 120 130 

GCCACGGAACCCGCTCGATCTCGCCGCCAACTGGTAGACATGGAGACCCCTGCCTGGCCCCGGGTCCCGCGC 

80 90 100 110 120 130 140 

140 ISO 160 170 180 190 200 

CCCGAGACCGCCGTCGCTCGGACGCTCCTGCTCGGCTGGGTCTTCGCCCAGGTGGCCGGCGCTTCAGGCACT 

150 160 170 180 190 200 210 

210 220 230 240 250 260 270 

ACAAATACTGTGGCAGCATATAATTTAACTTGGAAATCAACTAATTTCAAGACAATTTTGGAGTGGGAACCC 

220 230 240 250 260 270 280 

280 290 300 310 320 330 340 

AAACCCGTCAATCAAGTCTACACTGTTCAAATAAGCACTAAGTCAGGAGATTGGAAAAGCAAATGCTTTTAC 

290 300 310 320 330 340 350 360 

350 360 370 380 390 400 410 420 

ACAACAGACACAGAGTGTGACCTCACCGACGAGATTGTGAAGGATGTGAAGCAGACGTACTTGGCACGGGTC 

370 380 390 400 410 420 430 

430 440 450 460 470 480 490 

TTCTCCTACCCGGCAGGGAATGTGGAGAGCACCGGTTCTGCTGGGGAGCCTCTGTATGAGAACTCCCCAGAG 

440 450 460 470 480 490 500 

500 510 520 530 540 550 560 

TTCACACCTTACCTGGAGACAAACCTCGGACAGCCAACAATTCAGAGTTTTGAACAGGTGGGAACAAAAGTG 

iiaaiafiuiaiaaaaiiMaaiayiaaaiiiaiaaiaMM 

510 520 530 540 550 560 570 

570 580 590 600 610 620 630 

AATGTGACCGTAGAAGATGAACGGACTTTAGTCAGAAGGAACAACACTTTCCTAAGCCTCCGGGATGTTTTT 

aiiiaMaiaiaMMiiiMiitaiaiaMtiiiiuiiiiMMHH 

580 590 600 610 620 630 640 



*fi« 39 . . 

4. OCBTF 0. cum cuius nRNA for 

5. RABRTF Rabbit tissue factor n 

mm 30 standard deviations 

6. S74147 tissue factor tcattle. adrena 

mm 25 standard deviations 

7. HUMTFPB Hunan tissue factor genet con 

mm 23 standard deviations 

8. HUSTFA House tissue factor nRNA. con 

9. HUSTF House tissue factor (ntf) nRN 

mm 21 standard deviations 

10. RRU07619 Rattus norvegicus Sprague-Dau 

11. RN07619 Rattus norvegicus Sprague-Dau 

mm 11 standard deviations 

12. NTPFZ1A H.thernofornicicun conplete p 

mm 8 standard deviations 

13. PSEPAHAB P. putida DNA for reductase. 

14. XXMU01 Bacteriophage Hu genone right 

15. CLMCYCA Clan eye I in A nRNA, conplete 

mm 7 standard deviations 

16. S55744 T cell receptor variable gann 

17. 0ATCVG1 O.aries rearranged T-cell rec 

18. RNSCI II Rat nRNA for brain sodiun cha 

mm 6 standard deviations 

19. PIGRI Pig ribonuclease inhibitor (R 

20. BGHHGCOA B.gernanica nRNA for HMG-CoA 

21. H24537 Figure 2. Sequence of the spo 

22. BDVCNPA Bos taurus (clone pCAMPDE-40) 

23. BACPBPE Bacillus subtilis penicillin- 

24. HUHUT1002 Hunan STS UT1002. 

25. BTCRYB1 Bovine nRNA for beta-crystal I 

26. HSEF1AL9 Hunan DNA for elongation fact 

27. DROGGBCS D.nelanogaster (clones T-beta 

28. G0TGL0BE Goat beta globin locus activa 

29. HSC0MT1 H. sapiens catechol 0-nethultr 

30. AA2LEFT adeno-associated virus 2 left 

31. MFAP0A4A N.fascicularis gene for apoli 

32. AA2CG Adeno-associated virus 2> con 

33. PFPPF248 P.falciparun DNA for erythroc 

34. HSARYLA Hunan DNA for ary I sulphatase 

35. BACHS8B B.thuringiensis insecticidal 

36. HUMFGFAA Hunan fibroblast growth facto 

37. NACP53A Rhesus nonkey p53 nRNA sequen 

38. XLAEIIIM X.laevis AE-TlI nRNA for pept 

39. S671U {variable DNA region EhVRl> C 

40. HSDA0 H. sapiens dianine oxidase gen 



J61 608 
1753 560 693 
above nean mm 

1877 443 759 
above nean mm 

13865 378 516 
above nean mm 
1262 344 549 
1821 343 582 
above nean mm 
1683 321 555 
1683 321 555 
above nean mm 

11014 179 435 
above nean mm 
5840 149 419 
1110 142 228 
2163 139 429 
above nean mm 
446 130 197 
604 130 235 
6822 126 407 
above nean mm 
1256 125 418 



A 1 ? 

39.54 



3433 
3360 
2287 
2362 
532 
860 
1823 
4590 
10194 
1844 
2116 
2858 
4675 
509 
3637 
3753 
3901 
2184 
3618 
1669 
9903 



124 
122 
121 
120 
119 
119 
119 
119 
119 
116 
116 
116 
116 
115 
115 
115 
115 
114 
114 
113 
113 



426 
410 
261 
415 
217 
377 
336 
416 
421 
419 
284 
425 
425 
203 
399 
422 
418 
416 
427 
392 
417 



30.78 0 



25.91 

23.36 
23.29 

21.64 
21.64 

11.01 

8.76 
8.24 
8.01 



6.96 
6.89 
6.74 
6.66 
6.59 
6.51 
6.51 
6.51 
6.51 
6.51 
6.29 
6.29 
6.29 
6.29 
6.22 
6.22 
6.22 
6.22 
6.14 
6.14 
6.07 
6.07 



7.34 0 
7.34 0 
7.04 0 



1. FURH-969863-FIG2.SE8 (1-987) 

HUMTFP Hunan placental tissue factor (tuo forns) nRNA. co 



LOCUS 

DEFINITION 
ACCESSION 
KEYWORDS 
SOURCE 



ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 
STANDARD 
REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
STANDARD 
COMMENT 



HUMTFP 2141 bp ss-nRNA PRI 15-JUN-1988 

Hunan placental tissue factor (tuo forns) nRNA> conplete cds. 
J02931 J02681 

nenbrane-bound glycoprotein; procoagulant proteini tissue factor. 
Hunan placenta. cDNA to nRNA* clones lanbda-U0.3 and 10.43 [21; 
fibroblast cell line UI38. cDNA to nRNA. library of J.Sorge. clones 
lanbda-CTF[2,3,4,5,22,231. 
Hono sapiens 

Eukaryola; AninaliaJ Chordata: Vertebrata; Mannalia. TheriaJ 
Eutheria; Privates; Haplorhini. Catarrhini; Honinidae. 

1 (bases 79 to 1061) 

HorrisseyiJ.H.i Fakhrai.H. and Edgington.T.S. 

Molecular cloning of the cDNA for tissue factor, the cellular 

receptor for the initiation of the coagulation protease cascade 

Cell 50. 129-135 (1987) 

full autonatic 

2 (bases 1 to 2141) 

Spicer. E.K.. Horton.R.. Bloen.L.J.. Bach.R.. Hillians.K.R.. 

Guha.A.. Kraus.J.) Nenerson.Y. and Konigsberg.U.H. 

Isolation of cDNA clones coding for hunan tissue factor: Prinary 

structure of the protein and cDNA 

Proc. Natl. Acad. Sci. U.S.A. 84, 5148-5152 (1987) 

full autonatic 

Draft entry and computer-readable sequence for [2] kindly provided 
by E.K. Spicer, 03-JUN-1987; and for ill by J.H.Morrissey. 
11 -MAY- 1987. 



Tuo forns of tissue factor (light and heavy) are thought to be 
produced by differential cleavage at the 3 T end of the signal 
peptide. The tuo forns of tissue factor are tuo anino acids 
different in length at the anino terninal of the nature protein and 
are otheruise identical. 



A potential polyadenylation signal is located at positions 

2119-2124. 

NCBI gi: 339501 



